Plant Molecular Biology (2005) 57:461-485
DOI 10.1007/s11103-005-0257-z

© Springer 2005

Review

Linkage disequilibrium and association studies in higher plants:
Present status and future prospects

Pushpendra K. Gupta*, Sachin Rustgi and Pawan L. Kulwal
Molecular Biology Laboratory, Department of Genetics & Plant Breeding, Ch. Charan Singh University, Meerut
— 250004 (UP), India (*author for correspondence; e-mail pkgupta36@vsnl.com, pkgupta36 @hotmail.com)

Received 1 June 2004; accepted in revised form 4 January 2005

Key words: association mapping, linkage disequilibrium (LD), plants, population genetics, QTL

Abstract

During the last two decades, DNA-based molecular markers have been extensively utilized for a variety
of studies in both plant and animal systems. One of the major uses of these markers is the construction
of genome-wide molecular maps and the genetic analysis of simple and complex traits. However, these
studies are generally based on linkage analysis in mapping populations, thus placing serious limitations
in using molecular markers for genetic analysis in a variety of plant systems. Therefore, alternative
approaches have been suggested, and one of these approaches makes use of linkage disequilibrium
(LD)-based association analysis. Although this approach of association analysis has already been used
for studies on genetics of complex traits (including different diseases) in humans, its use in plants has
just started. In the present review, we first define and distinguish between LD and association mapping,
and then briefly describe various measures of LD and the two methods of its depiction. We then give a
list of different factors that affect LD without discussing them, and also discuss the current issues of
LD research in plants. Later, we also describe the various uses of LD in plant genomics research and
summarize the present status of LD research in different plant genomes. In the end, we discuss briefly
the future prospects of LD research in plants, and give a list of softwares that are useful in LD
research, which is available as electronic supplementary material (ESM).

Introduction the history of a DNA polymorphism have been

central to the use of molecular markers for a

The development and use of molecular markers
for the detection and exploitation of DNA poly-
morphism in plant and animal systems is one of
the most significant developments in the field of
molecular biology and biotechnology. This led to
major advances in plant genomics research during
the last quarter of a century, and made the use of
molecular markers a thrust area of research in
plant genetics. Two major phenomena involved in
the generation of DNA polymorphism detected by
molecular markers are mutation and recombina-
tion. Therefore, detection of linkage and tracing

variety of studies (Terwilliger and Weiss, 1998;
Nordborg and Tavaré, 2002; Gupta and Rustgi,
2004). However, for the study of linkage, one
needs to perform suitably designed crosses, some-
times leading to the development of mapping
populations or near-isogenic lines (NILs). This is a
serious limitation on the use of molecular markers
in some cases, because the desired crosses cannot
be made in all cases (e.g. in forest trees), and/or the
mapping populations that are examined for this
purpose are sometimes too small, with only two
alleles at a locus sampled. In view of this, alter-
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native methods have been developed and used to
study the phenomenon of linkage and recombi-
nation on the one hand, and for the study of
mutational history of a population on the other.
One such method is linkage disequilibrium (LD)
-based association analysis that has received
increased attention of plant geneticists during the
last few years. This approach has the potential not
only to identify and map QTLs (Meuwissen and
Goddard, 2000), but also to identify causal poly-
morphism within a gene that is responsible for the
difference in two alternative phenotypes (Palaisa
et al., 2003, 2004). This also allows the identifica-
tion of haplotype blocks and haplotypes repre-
senting different alleles of a gene. In using this
approach, an idea of the length of a region over
which LD persists is also possible, so that one can
plan and design studies for association analysis.
The techniques/methods used for estimation of the
level of LD, the factors that influence these esti-
mates, and the uses and limitations of this
approach have been widely discussed in recent
years; some reviews on LD exclusively devoted to
the studies in plants also appeared recently (Flint-
Garcia et al., 2003; Gaut and Long, 2003; Rafalski
and Morgante, 2004). In this review, we have tried
to summarize LD studies conducted in plants, with
major emphasis on newer aspects including LD
among multiple loci and among loci with multiple
alleles, and the effects of selection (including
hitchhiking and epistasis) and gene conversion
on LD.

What is linkage disequilibrium/association
mapping?

The terms linkage disequilibrium and association
mapping have often been used interchangeably in
literature. However, we feel that while association
mapping refers to significant association of a
molecular marker with a phenotypic trait, LD re-
fers to non-random association between two
markers or two genes/QTLs or between a gene/
QTL and a marker locus. Thus, association map-
ping is actually one of the several uses of LD. In
statistical sense, association refers to covariance of
a marker polymorphism and a trait of interest,
while LD represents covariance of polymorphisms
exhibited by two molecular markers/genes. How-

ever, for the above association, the term LD has
been considered by some to be inappropriate
(Jannink and Walsh, 2002), since LD in the sense
discussed above may also be caused due to factors
other than linkage (see later). This non-random
association is, therefore, more appropriately also
termed ‘gametic phase disequilibrium’ (GPD), or
simply ‘gametic disequilibrium’ (Hedrick, 1987)
and is examined within populations of unrelated
individuals (although they may be related through
distant ancestry). However, LD due to linkage is
the net result of all the recombination events that
occurred since the origin of an allele by mutation,
thus providing higher opportunity for recombi-
nation to take place between any two closely
linked loci.

How to measure LD and test its statistical
significance?

The different measures (indices) for estimating the
level of LD in plants have largely been described in
recent reviews on LD in plants (Flint-Garcia et al.,
2003; Gaut and Long, 2003). Here, we list and
only briefly describe the methods available for the
measurement of LD; the statistical tests that are
available for testing the significance of these mea-
sures are also briefly described. The LD involving
multiallelic loci and multilocus conditions will be
dealt in a relatively greater detail, since in the past
this aspect did not receive the treatment, which it
deserved. Details of these methods are available
elsewhere in the published literature (Jorde, 2000;
Liang et al., 2001; Gorelick and Laubichler, 2004).

Two-locus methods

Linkage disequilibrium is often quantified using
statistics of association between allelic states at
pairs of loci. However, the loci involved may be
biallelic (e.g. SNPs, AFLPs) or multiallelic (e.g.
SSRs, RFLPs), although sometimes even multi-
allelic loci are treated as biallelic, since only two
alleles are sampled in a mapping population.
However, when natural populations or germplasm
collections are used for estimation of LD, multiple
alleles at each of the two loci can be sampled and
used for estimation of LD. Furthermore, although
there are measures, which can be used for both



biallelic and multiallelic conditions; the measures
that are frequently used for biallelic condition need
to be modified for measuring LD under multiall-
elic condition (Hedrick, 1987; see below). The
power of LD mapping under the two conditions
may also differ under certain conditions (Czika
and Weir, 2004).

Biallelic loci

The different available measures for estimation
of LD between any two biallelic loci mainly in-
lude D, D', 1°, R, D*, D*, Q*, F, X(2), 9, etc.
ome of these measures can also be used for
multiallelic situations (see next paragraph). The
details of these different indices, the formulae
used for their calculation, and the relative merits
of each of these indices have been discussed in a
number of earlier reviews (Jorde, 2000; Ardlie
et al., 2002; Flint-Garcia et al., 2003; Gaut and
Long, 2003), so that their description here will
be repetitive. However, a caution need to be
exercised against an indiscriminate use of any of
these measures, because all of these measures
except D’ are strongly dependent en—allele—fre-
quenecies (Hedrick, 1987); even D’ is sometimes
dependent on allele frequencies (Lewontin, 1988).
Most of these measures are also sensitive to
small sample—size; and some of them even give
negative values of LD under conditions of
maximum disequilibrium (Hedrick, 1987).

Of all the above measures of LD, D’ and i~ are
the preferred measures of LD, although ¢, which is
similar to Peyeess proposed by Lehesjoki et al.
(1993) and A proposed by Terwilliger (1995), has
been considered by some to be as good as D’, be-
cause it is also directly proportional to the
recombination fraction. Among these two pre-
ferred measures (+° and D’), while D’ measures
only recombination differences; ° summarizes
recombination and mutation history. Also #° is
indicative of how markers might be correlated
with QTL of interest, so that for association
studies, often ° is preferred (Abdallah ef al.,
2003). Therefore, the choice between D’ and 7 for
a measure of LD may also depend on the objective
of the study. In some recent reviews, the differ-
ences between different measures of LD have been
explained using a figure (Rafalski, 2002 [only D’
was calculated in this study]; Flint-Garcia et al.,
2003; Gaut and Long, 2003), which has been
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modified by us incorporating the index ¢, and
showing the effect of allele frequency on D, D', r 2,
and ¢ (Figure 1).

Multiallelic loci and phase information
in heterozygotes

In addition to the biallelic markers like SNPs,
multiallelic markers like SSRs, are also often used
for association studies. These SSR markers have
already been used for a study of population
structure in maize and rice (Remington et al.,
2001; Garris et al., 2003) and for LD-based asso-
ciation studies in wheat and barley (Kruger et al.,
2004; Mather et al., 2004). For LD between two
multiallelic loci also, D’ (in a modified form) is the
most widely used measure of LD for each pair of
alleles, or even for overall LD between all the al-
leles at two loci. It has been shown that the range
of D’ is largely independent of allele frequencies
and other conditions, more often than was previ-
ously thought, and that standardization of D’
(suggested in the past) is not necessary (Zapata,
2000). D" can also be computed from maximum
likelihood (ML) estimates using an expectation-
maximization (EM) algorithm (Slatkin and Ex-
coffier, 1996), and strategies have been developed
to map quantitative trait loci (QTLs) using D’,
when the QTL and marker loci are both multiall-
elic (Abdallah et al., 2003).

The problem of estimating LD among pairs of
loci, each with multiple alleles becomes particu-
larly difficult, when individuals are heterozygous at
more than one locus and many loci are considered
(for multilocus methods, see next section). Under
this condition, haplotype phase information is
missing, so that s heterozygous loci can be resolved
into haplotypes in as many as 2°~' different ways,
making inference about haplotype phase difficult.
In the past, efforts were made to resolve this
haplotype phase problem either through pedigree
analysis (Eaves et al., 2000) or through charac-
terization of gametes (Taillon-Miller et al., 2000),
through haploid storage tissue of seeds (megaga-
metophyte) (Neale and Savolainen, 2004), through
asymmetric PCR or through isolation of single
chromosomes for PCR amplification; an improved
algorithm based on Hardy-Weinberg equilibrium
was also introduced to infer the haplotype phase
from PCR-amplified DNA (Clark, 1990). How-
ever, there were problems associated with each of
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Figure 1. Diagrammatic representation of linkage disequilibrium (LD) between two SNPs showing behavior of D, D', r* and o
statistics under following conditions: (A) No recombination (mutations at two linked loci not separated in time); (B) Independent
assortment (mutations at two loci not separated in time); (C) No recombination (only mutations separated in time); (D) Low

recombination (mutations at two loci not separated in time).

these approaches that were proposed and used in
the past. Therefore, more recently, an approach
was suggested, where using an EM algorithm, ML
estimates of gametic frequencies could be obtained
and used for estimation of LD (Kalinowski and
Hedrick, 2001). This approach has been success-
fully applied in some animal systems (e.g. sheep)
and a modified form of EM algorithm (optimal
step length EM; OSLEM; Zhang et al., 2003) has
been successfully applied in some plant systems
(e.g. tetraploid potato). In future, it will certainly
be improved further and then used in other plants
also (for details, see Kalinowski and Hedrick,
2001; Simko, 2004; Neale and Savolainen, 2004).

Multilocus methods

In recent years, there has also been emphasis on
developing methods for using data from multiple
loci for LD mapping, since LD data involving
multiple loci will eventually be needed for pre-
paring whole genome LD maps, in the same
manner as the whole genome linkage maps were
prepared in the past. The approaches for multilo-

cus methods can be broadly classified into (i)
‘bottom—up approaches’, where we start with
individual loci and measure multilocus LD, and
(i1) ‘top—down approaches’, where we start with
higher order LD coefficients and then decompose
them into lower order LD-terms.

Bottom—up approaches

One of the earliest bottom—up approaches for
multilocus measures of LD was / (Terwilliger,
1995), which is very similar to ¢ described above.
Several other bottom—up multilocus methods
proposed later generally make use of covariance
structure of marker loci for estimation of LD, and
can be classified into the following: (i) composite
likelihood methods (Devlin et al., 1996; Xiong and
Guo, 1997); (i1) least square methods (Lazzeroni,
1998), and (iii) haplotype segment sharing methods
(Service et al., 1999). These methods and their
relative merits and demerits have been discussed
by Jorde (2000). More recently, an entropy based
method, described as Normalized Entropy Differ-
ence (NED), and symbolized by ¢ has also become



available for multilocus LD (Nothnagel et al.,
2002, 2004). These multilocus methods for LD
estimates as above can be either ‘single point
methods’ (using information from one marker at a
time), or ‘multipoint methods’ (using information
from multilocus allele frequencies simultaneously).
The multipoint methods, in their turn, may be
based either on haplotypes (Lou et al., 2003) or on
frequencies of individual alleles at many marker
loci (Johnson, 2004). The haplotype-based multi-
point method has also been specifically used for
mapping QTL with epistasis (for more about
epistasis and LD, see later). These multipoint
methods for multilocus LD are still being devel-
oped and would be increasingly used in future in
both animal and plant systems.

Multilocus methods can also be used for fine
mapping of QTLs identified through interval
mapping, since several polymorphic loci/genes
may be present in an interval carrying a QTL/gene
of interest. Similarly at the level of whole genome,
a number of biallelic/multiallelic marker loci may
occur with a number of biallelic/multiallelic QTLs
for a trait. In this case, one can calculate all digenic
and higher order (e.g., trigenic and quadrigenic,
etc.) LD coefficients and utilize this information
for fine mapping of QTLs. However, within the
region of high LD, one would like to identify
causal polymorphisms, excluding most of the other
irrelevant markers/genes that are present. This has
been achieved using several multilocus methods,
where haplotypes and haplotype blocks, each with
a number of loci, are used for study of LD (e.g.,
Morris et al., 2003).

Since multilocus methods would require
genotyping data for many marker loci, we may
collect data on allele frequencies either by using
DNA pools (to reduce cost) or by typing every
individual separately for each marker locus. If
we use single point method, haplotype phase
information is not important, and we can use
pooled DNA, even though the method is
imprecise, since allele frequencies are determined
by peak heights only.

Top—down approaches

We know that co-adapted gene complexes pro-
vide a typical example of multilocus LD.
Although, an algorithm for computing higher
order LD among these gene complexes was

465

provided rather early in a well-cited article
(Geiringer, 1944), higher-order LD of these co-
adapted complexes could not be quantified and
decomposed into lower-order LD till recently
(for related references, see Gorelick and Laub-
ichler, 2004). These top—down approaches will
also be increasingly used in future for LD
studies in both plant and animal systems.

Statistical significance of LD

The association between the allelic states at two
different loci can be tested using 2 X 2 contingency
table for y* test. Probability of <5% would sug-
gest lack of independence of alleles at two loci,
thus indicating association. From a 2 x 2 contin-
gency table, probability (P) of the independence of
alleles at the two loci is generally also calculated
through a Fisher’s exact test (Fisher, 1935).

Statistical significance (P-value) for LD is also
calculated using a multifactorial permutation
analysis to compare sites with more than two
alleles at either or both the loci (Weir, 1996). One
should however, recognize that LD can be found
even between unlinked loci, which may be due to
the use of a structured population resulting due to
selection (including epistasis), genetic drift,
migration, mutation, etc. Methods are however,
available to deal with this problem (see later for
structured populations).

Two ways to visualize or depict the extent of LD
Since D’ or r° are pair-wise measurements be-
tween polymorphic sites, it is difficult to obtain a
summary statistics of LD across a region. Fol-
lowing two methods have been suggested to
visualize or depict the extent of LD between
pairs of loci across a genomic region: (i) LD
decay plots, and (i) Disequilibrium matrices.
These two methods have been widely used, and
the readers are referred to earlier reviews for
details of these two methods (Flint-Garcia et al.,
2003; Gaut and Long, 2003). The two methods,
when used in specific cases give an idea about
the pattern of LD decay in each case, and sug-
gest that variation in LD depends on a variety
of factors (see Figures 2, 3 for the two methods,
and the next section for factors affecting LD).
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0 2000 4000 6000 BODO
Destance between SNPs (bp)
Figure 2. Linkage disequilibrium (LD) decay plot of shrunken 1
(shl) locus in maize. LD, measured as r°, between pairs of
polymorphic sites is plotted against the distance between the

sites (reproduced with permission from Flint-Garcia et al.,
2003).

Factors affecting LD

There are several factors that influence LD. The
factors, which lead to an increase in LD, include
inbreeding, small population size, genetic isolation
between lineages, population subdivision, low

recombination rate, population admixture, natural
and artificial selection, balancing selection, etc.
Some other factors, which lead to a decrease/dis-
ruption in LD, include outcrossing, high recom-
bination rate, high mutation rate, etc. There are
other factors, which may lead to either increase or
decrease in LD, or may increase LD between some
pairs of alleles and decrease LD between other
pairs. For instance, mutations will disrupt LD
between pairs involving wild alleles, and will pro-
mote LD between pairs involving mutant alleles.
Similarly, genomic rearrangements may disrupt
LD between genes separated due to rearrange-
ment, but LD may increase between new gene
combinations in the vicinity of breakpoints due to
suppression of local recombination. Other factors
affecting LD include population structure, epista-
sis, gene conversion and ascertainment bias. Since
these other factors did not receive the desired
attention in earlier reviews, and since they make
the current issues of LD research in plants, these
are separately discussed later in this review. The
study of factors affecting LD as above is particu-
larly relevant, if LD estimates need to be used to
study linkage-based association, because one needs
to rule out the possibility of factors other than
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Figure 3. Disequilibrium matrix for polymorphic sites within shrunken 1 (shl). Polymorphic sites are plotted on both the X-axis and
Y-axis. Pair-wise calculations of LD (%) are displayed above the diagonal with the corresponding P-values for Fisher’s exact test
displayed below the diagonal (reproduced with permission from Flint-Garcia et al., 2003).



linkage causing LD. These factors have been dis-
cussed elsewhere in greater detail (Ardlie et al.,
2002; Jannink and Walsh, 2002; Weiss and Clark,
2002; Flint-Garcia et al., 2003; Gaut and Long,
2003) and were also recently listed by Rafalski and
Morgante (2004).

Uses of LD in plant genomics

Linkage disequilibrium can be used for a variety
of purposes in plant genomics research. One of
the major current and future uses of LD in
plants would be to study marker-trait association
(without the use of a mapping population) fol-
lowed by marker-assisted selection (MAS). An-
other important use is the study of genetic
diversity in natural populations and germplasm
collections and its use in the study of population
genetics and in crop improvement programmes
respectively. Some of these uses will be briefly
discussed in this section.

Marker-trait association and M AS in plants

Marker-trait association in crop plants is generally
worked out through linkage analysis, utilizing
methods like #-test, simple regression analysis and
QTL interval mapping, which have been widely
discussed (see Melchinger, 1996; Hackett, 2002).
Limitations of these methods have also been
widely discussed (Darvasi et al., 1993; Héstbacka
et al., 1994; Mackay, 2001; Hackett, 2002). These
limitations have largely been overcome in LD-
based approach of association mapping, which is
going to be used extensively in plant systems, as
and when the genome-wide sequences and/or SNP
maps become available.

For a study of marker—trait association using
LD, the methods may differ for discrete traits
and quantitative traits, although sometimes
quantitative traits may also be treated as discrete
traits. Two methods that have been commonly
used for discrete traits in human beings for
mapping disease genes are (i) case—control (CC)
and (ii) transmission/ disequilibrium test (TDT)
(Spielman et al., 1993). Similar (but not identi-
cal) approaches have also been used in plant
systems (Table 1). For instance, one such study
involving discrete traits in plants was recently
conducted in maize (Palaisa ef al., 2003), in
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which 78 out of 81 informative SNP and InDel
polymorphisms in Y/ gene were found associated
with endosperm color when genotyped over a set
of 41 yellow/orange endosperm lines and 34
white endosperm lines. The methodology used in
this study is comparable to that used in CC
studies in humans. In another study conducted
in radiata pine, 200 full sib families were used to
study the marker—trait associations. In this
study, the parental genotypes were also consid-
ered during analyses (Kumar et al., 2004), so
that the method can be compared with TDT in
humans.

The use of LD for mapping of QTLs for a
quantitative trait is more problematic, but is also
more rewarding, because it allows more precise
location of the position of a QTL that controls the
trait of interest. When comparing linkage analysis
and LD mapping for QTL detection, it has been
shown that linkage mapping is more useful for
genome-wide scan for QTL, while LD mapping
gives more precise location of an individual QTL.
One may therefore like to use linkage analysis for
preliminary location of QTLs and then use LD for
more precise location (Mackay, 2001; Glazier
et al., 2002; also see later for joint linkage/LD
studies). LD between a single marker and a QTL
can be measured by regression analysis, where the
data on the trait is regressed on the individual
marker genotypes, so that significant regressions
will identify the markers associated with the phe-
notype (Remington et al., 2001). However, since
this association of marker can sometimes be due to
reasons other than linkage, we need to conduct
further analysis to select markers that are really
associated with the trait due to close linkage. This
regression of the trait on the marker genotype
therefore is sometimes examined by testing two
adjacent markers for their association with the
trait. In still other cases, we estimate the effect of
marker haplotypes on the trait through regression
analysis. Haplotypes having similar marker alleles
(identical by descent), and associated with similar
phenotypic effect should carry a QTL (Meuwissen
and Goddard, 2000). Location of such a precise
position within a very small chromosome region is
possible through LD, but not through linkage
analysis, since through linkage analysis, recombi-
nation within such a small region may not be
available in a finite population that is examined
(Mackay, 2001).



468

(¥002T) ‘77 12 Sung

($00T) remey

(¥00T) 17 12 1ep)

($007) 10 12 estered

(€£007) '1v 12 esrered

(z002)
‘v 12 uof[reud |

(2002) v 12 Uy

(1002) 17 12
uo)uIdY

(1002)
‘v 12 K11qsuloy ],

"UONBUIQUIOIDI JO JBI PAONPAI
AJ[e20] B 10 Jypp JO AJTUIDIA A} UI SU3 3} JO AUO JO UOTIII[AS IYIId
Sunsoggns ‘wserdurios oy ur qy (00S < SPUAX i pue (7 £q parnsedur
se (1 1By} SMOYS dudT Jypv JO AJUIDIA AU} UI 100] [BIAS JO SISA[RUY
"sjuawIdas ouad A} Y10q 1B PIAISQO 2Iom sited aseq UI oue)

-SIp pu® ABOdp (I UMD UONRB[AIIOd poo3 pue (N JO S[OAJ[ YSIH
‘1001 dziew [enplAlpur uryym Ajpider

sAeoop A[[eordA) (11 18} UONBAIISQO 9U) [IIM JUIISISUOD ST ApNIS SIY T,
‘[q1 01 weansdn dooms 9A1}9[9S JO UOIFI O] UI SAYIS U2IMIAQ AJuO (T
‘[A U} Jo wreansumop qy 0. pue weansdn qy ogs oydn parrasqo
os[e sem wIadsopud MO[[RA YIIM SINS JO UOIBIDOSSE JULOYIUSIS Qudd
[X JO weansumop qy (009 03dn SgNS Suowe paAIdsqo sem (£7g7 01
Quad Q7 woly) 1 JO [9A9] Y31y pue AJISISAIP PAoNpal A[juedyrugig
PaLIdjuI Sem WLIdASOpuUd MO[[A

10J UONOQ[AS ANISOJ ‘PaArdsqo sem adKrouayd ypm joqur/dNS Jo
UOIIBIDOSSE OU ‘7 §4 1B 2dAjouayd ) yim joquy/dNS JO UONRIOOSSE
SouI] WIadsOpud MOJ[A pue AIYm Ul (N UI UAIYIP PIOJ-6] ‘X IV
‘PAAISSqO OS[e sem (7] pue D Idjowered

uoneuiquodaI-uonendod UAMIIQ UONB[RIIOD ANBIOU Y "UOIDAI
-100 TUOLIRJuOg [erjuanbas 19)J8 JUBOYIUTIS PAUTEWAT SUONRIOOSSE QA
nq ‘suostreduwod asim-Ired §76 JO €€ UI [9AJ] 9, G 1€ JUBdOYIUSIS sem (T
‘Jurpasiq

jue[d Sunmp pasIdIoxd UONOAAs AQ PIJLId SYOAUIAII0Q 01 anp Junns
-o1 armonas uonendod jo doussard Sunsa3dns ‘Apnis SIyl ur poAIos
-qo sem dq 00S ISe9[ 1B 0) SUIPUAX O] JNS Uamleq T Suons
*91BIPAWLIAIUI SBM ABOIP

T 8P 1B {(SI0WONUI IBAU /7S JO UOIIBIO[ O) PUB IB3NS [JUIdY 10J
uonARas 03 paInqriie) dq (00, IeIJe UAd (< SI 4 “[1S JB {[Ys *[q1
‘It gp ve dq 00ST UM ([0 > ) PoAIesqo sem Keoop (01 pidey
‘gp woly Keme JAO 1 Isnl pajeoo] 77 pue I Udamidq

UONBIOSSE OU Jurisagdns paalasqo os[e sem Aeddp (1 pidey -azrew
ul (sAep 11—, 01 dn) Suromop A[Ied 0} pa] §p 1€ UOINII[AS Jey) Pa)sad
-3ns 14 pue jysoy jueid yum gp ur wsiydiowdjod jJo uoneoossy

‘wserd
-WIAE dZIeW I Ul SNOO[ [ypp J) PunoIe
uoI3a1 QY (00 © ul AJSIdAIp doudInbas pue 1

‘dT pue AN
Apnis 0} sjuowidas Quasd Jyppy OMm} JOo AoAIng

*[q1 QU9 UOT)BINSIWOP ) JedU
UoI391 J1oud3 Ay} ul (] Pue N JO uIded

*Qud3 [ 01 9s0[0 uoI3ar yum wradsop
-UQ MO[[2A JO uoneIosse pue (I ‘AISIAIQ

‘CASd
pue 74 sauad aseyjuhs su20lAyd omi je Q1

pue AJISI9AIp 90uanbas uo UoNII[AS Jo 109Pg

"1 Ynm uonepal sy pue ON =)
D Iojowered  uoneuiquoddr-uonemndod
Jo uonewmnsd ‘(QN) ANSIOAID OPNOdPNN

"SQUI| PAIqUI JZIBW NI
9¢ ur 01 pue amonns adKjordey ‘Aouonbaiy
ANS Apnis 01 sjuowidas oud3d g Jo AdAIng

*Keddp 7 Jo e1 ay) Apnis 03 (/ns ‘Jys ‘cp
‘P ‘1q1 [p1) SOUZ 9)epIpUBd XIS JO AdAING

'saul| paIqui g6 ut (1L4)
owr SULIOMO} pue duds (§p) QLM Ul Jqe

-nreae swsiydiowAjod U99mM19q UONRIDOSSY

oZIRIN
SOIpN)S Paseq duon)

QAAUAIRJY

SOINJBIJ JUAI[ES

Apmig

jueld

‘syueld ur pajonpuod sarpnis (1) wnuqimbasip oSeyul] Jo ISV [ 2/qvL



469

(€007) ueue3sn
-ing pue piedoyg

(1002) spendy

(z007) S10qpION
pue pejquosSey

(2002)
‘D 12 310qpIoN

(6661) ‘yppng
pue  ueueddning

(y661)
w2 [Sunsjuey

(9861) ‘uurwzse[D

(£002) /v 12 suren
“(paysiqnd
-un) Aysaooqn

(#007) ‘v 12 130Ty

“(paystiqnd
-un) v 42 [PMPIED)
(£007) Jv 12 doeng
(200?) 17 12 su1jo)

(zoot
‘1007) 12 urg

‘uordar qY Of ' Ul
1 Suons ‘uoI3a1 747D Y} Ul Sauds || Suowe (JN Ul UOTJBLIBA IPIA

'souad Jo 3uruuidaq Ayl 18 (N Y31y ‘souas 9y} yjoq Ioj (T WULBOYIUSIS

‘payul] A[9SO[d o1oMm JeY) SIS
U9aM]9q PIAIdSO sem (T Suoms A0 | 01 JudeaInba ‘qy (0§ unpm
Ppakeoop (T ‘uoISaI g (0 B wodj (q) 0°1-S°0) SiudwelJ 31Ioys ] UuJ

NP 001-08
IOA0 PIKLIIP O[LIS IPIM-OWOUIT € U0 (I {PIAIISQO Sem (T AISUIIXT

1 d1uagIaul ou (sauas 74 pue £JF Y10q 1B (] druadenur Ay

“UOI}OJ[3S [BUONIAIIP puk uroue[eq Jo 901 Surisa3d3ns

‘SNOO Y/ 1B UOTIBUIQUIOIAI JO DUIPIAS JWOS pue (I JO 22139p YSIH
-Kyoyroads dnoi3 pamoys os[e suoneu

-IQUIOd dWOS “JuBUIOpald SUONBUIqUOd JIJ[[ M) pue (T Suons
"9zrewr ul souod

10410 pue (gp) Qf4vap JO 1By} WOoJ A[padjIewl SIQYIP INq ‘Duviypy] “} ul
Y AIDIY A dud3 dwin SuLomop ur (1 JO [9A9] Ay} 03 djqeredwod 1 sIy [,
(Y 001 1oye A[uo (¢ payoeoidde - 3rede gy 001 01 dn soys udam)
-0q poAIdsqo sem (I jueoymuSis ‘uordar Sururolpe qY G [euonIppe
PUR ‘SNOO[ VX JO UOIZAI QY G/ U "painionays A[ysiy a1om suonemdog
‘JeAYM JO G SWOSOWOIYD U0 Souasd N YA PUB [NYA

ur 1/AN Jo urdned oyy uo Jy3i molyy o) ssairgoxd ur [ns Apmg

“JRAYM UI SNOO] SSAUPIDE]
18 dT/AN Jo uraned oyl uo y3y moy) o3 ssardord ur [is st Apnig
*K9[Ieq Ul SNOO] SSAUPAD ]

e 1/AN Jo uraned ayy uo 1y3i moryy 03 ssaxdoid ur (s st Apnig
‘SIN'S ueamiaq dq (Gf Jo ourlsIp

B UIYIIM PIAISSQO SBM ABIIP (T ON "SIBATND 19y)0 §G pue Julds
87 “I2JUIM €7 JO 195 B w0 paouanbasar arom dq 006—00t JO seouanbag
"PAAISSqO SBM (2IQWOIIURD H Y 0] 3SO[D) 710y PUNOIE SJUIAD
UONBUIqUIOdI Pazi[eoo] A[ySiy jo suoiday ‘dq 00] 2 popualxd 1
'$2010J ATRUONN[OAD JUIQPIP 0] PI)0A[qNs Ud2q ALY 0} PALIdJUI

QI9M 100] Ypp I} AY) SNOO] Zypy 1B () QN INPAI 10U PIP [Ypv e
UOT199[3s ‘100 Zypv PUE [ypv UdM)q d5eUI] JYSN) 931dsa(q "oyeIpauLio)
-ut 3u1aq gypv “100] £ypp pue [ypp UdMIdq N Ul OUIYIP P[OJ-01

‘T SWOSOWOIYD Jo UoIdar qY (f Juruueds
souag Sunyuey O pue Z470 Ul 'T pPue AN
'$2d£3099 apim priom [ jo oidwes

® UL 64 PU® [HY S9UdS 18 QT Pue AN

T STOO[ 3y} urpm (071

TN

SNOO[ ASBASIP ) FUIpUNOLINS SIdNfIeW Juisn
‘ue3yorj woij suonemndod ur T Jo urened
‘uorneLeA douanbas oyadsen

-Ul U0 paseq JJ Pue £JF seuad 1B 7
‘319qspue]

pue eiqunjo) $ad£1000 woiy sooudnbos
Jo uostredwos snoof ypp 1B 1 pPuB AN
"SANALIBA 01T URISY

08T 3uIsn 100 £-dwy pue z-1s7 Udamdq g1

SUSS 1T
10J SUOISSJE ]| wodj elep o1dAjouasd Suisn

snoo[ ¢rx Surpunolins (I pue AJSIoAIp adA)
-ordey uo 309g9 s3I pue aInyonys uonemndoq
CNHA PUB INIA

0] 3SO[d SAUAZ Ul (7] UO UONIIAS JO 109PH
SOWOSOwW

-01y0 £ dnoi3 jo sYSS se [[om se (¢ dnoid)
Snoo[ pfy Wolj saouanbas ouag Jo sisAfeue (1

"HS SWOSOWOIYD U0 SNO0[ Vi 1 (']

‘soouonbas
PIALIOP- [ SH/souad unpim (I JO 2Injonng

QU 7.0y 2y 1eAU (]
‘Karreq

PIIM JO suoIssadoe Gz Jo d[dwes opim-saroads
B U oy gypr—[ypr ¢ 18 AT pue dN

sisdopiqo.ry

oy

jeayM
projdexoyq

Korregq



470

(1000) 1w 12
uoj[[reus

(1002) 10 12
uojSuIdY

(0002) ‘v 12 Aveqe]

(#007) udu
-IR[OARS PUB O[BIN

(002) v 12
JAuIoAQ

(€002) w12
AIID-1d1UIRD)

(+00T 9 “e€007)
suamQ

(e$007) v 12
oyug

(¥002T) 17 12
IPIEYQRD

(1002) 17 12
mmeOENE

(Qv002) 77 12 Ouuig

(+002)
.NQ 19 JI0O0A HQU UeA

(+002T) ‘17 12 u3s|O

‘] QWOSOWOoIYd

U0 1u0saId 219M 190] [Z AU} [[B YSnOyl[e ‘100] Udam)aq paisixe (0T 9NII]
"a3e10A® Uk U0 dq (0T UIYIM GT'0> O} PISEAIOIP . SE PAINSeaw (I
‘SIN'S 1oP[0 A[9ANIB[I A} UBY] 19)39q d1njonais uonend

-0d Jua0a1 yorIl ABW SYSS 1Byl Sunsad3ns ‘paardsqo sem (7 YSIH
“I9UJ0 ) Ul pasea1odp pue uonendod suo

ur pasearoul A[[enuelsqns (7] ‘SUONLBIAUSS 7] I10J UOTIIJAS JUILINIAI
ySnoayy saull paIqul 9] 03 ¢ Wolj paALIdp a1om suonendod om]

"dq 00ST.. UM 07 uey) SSO[ 03 SKBIAP (L1 JO SULIA)

ur) sonjeA s3I 9FBIIAL UB UO Dpan] g Ul SOUIT [BIAJS FuOWe salreA (]
“T00] PaYul] A[9SO[O UM}

-9Q UQAd PAAIISqO sem (I mo[ pue Aysidalp adKjoidey jo [2A9] ySig
'SOUQ3 1SOW UIIM SIS U2am)oq (T JO ISBAIIOP

pider ‘suoidar Surpoouou pue Suipoo ur dq ¢z pue dq (g Iod yoeo
9IS QUO M PIJIANAP 1M (STFINI Pue sgNS) sa11s orydiowkjod o1z
"UONN[OA JWOUAT PuUB ‘SYIN ‘SiEI) JO SoNudd

SurApmys ur Surdjoy sny ‘Ayjenb jmay ur Surkrea syenprarput (¢ Suid4y
-0ud3 10J pasn suoIdar Funjuey IRY) pue SO G Ul PAYNUPI ‘SINS
“av1yDp *,4 0} DUBISISAI 10 TLO JO Suruop 03 pa| Apnis

s1eAanmo ojejod projdenal £€] JO 19S B I0A0 avyjyvp ", O} OUR]SIS
-1 10 TLO UMM PIIRIOOSSE [2,41S [IIM dFBYUI[ Ul IYIRW YSS Uy
‘Aumyew juerd 29 1YS1q 91B[ 01 20OUR)SISAT 10J TLO YNM PIjeId

-0SS® “WinssIUIp g WOIJ PISSAIToNUI pue [y wWolj N 70 10 (y3iq
1B 0) 20UBISISAI 10 dud3 Jofew ®) jy urm Sulf] sirew YDd
suonemndod projdensy pue projdip a3

Ul )0q 90UB)SISAI 1M UONRIDOSSE Pamo[s aseudadAxodr| pue aseuron|3
‘(01-1owLld) H.LS 03 Surpuodsariod sIdyIeW PAALIIP-YOY Paseq-YDd
UnIp-0qIp " 0} UBISISAT

U1m uonerosse jueoyiudis pamoys adLjojdey sauo A[uo snooj 72,418
Je s1eAn[nd ojejod ¢ Jo 19s ® ur pagnuapt sadAjodey uowwos 21y,
‘93 00 PUB JN° T°0

"B 9Q 0] PAIeWINSd ‘Snooj w4 Y3 uryim sadAjojdey oxrewr usamiaq
T Jo Aeoap [enpeIF {SIOYIRW [BNPIAIPUI JO SISBQ 3] UO Jou Inq ‘sadA)
-ojdey Jo siseq 9y} UO JOURISIP JNUAT PuB (I UIIM)AQ UONB[RIIOD)
QA §9~

0} dn 3ulpuapxe z{yD punore uordal qy 91 ul A1 YSIY ‘ZAYD
JO (seua x1s Sururejuod) wordar Juryuey Ay ur amjonis adAjodey

*KJISIOATP
douonbas uo 7 pue ‘UONBUIqUIOII ‘UOTIJ|
-3s Jo joedur {10O[ [ J® UOBLIBA JO UIdR]

'SAUSS Ly Suowe
1 YSnoIy) paInseaws dWouas ay} sso1ow (1]

“ozrew jo suonend
-od onoyjuks omy ur O] JTIY UeIMIdq T

AzIeIN

SOIPN)S OPIM JWOSOWOIYD IO PIM JWOUID)

‘vpavy g
Jo soudS juaroyip ur (1 Jo uonewnsg

'Souag 7 ur T pue N Jo Apmig
"90uBl] JO SoUBU
-on01d ¢ wouy sojdures Juisn sjren Ayenb

poom 10j SDD L] Ul 0T pue aInjonns ‘qN

‘syrexy Ayfenb jmuy 10y (sD))
soudS ojepipuedo Surpunorns QT JO [9Ad]

‘o1e10d projder}o) ur oduvISISAI wnjji11.43 4
puUB IMIBW YSS B USOMIIQ UONRIOSSY
‘s1eAn[no ojyejod

009 JO UOID9[[0D B UI SIOORIBYD JIWOUO0ITE
pue sIIew YN U99M]}dq UONRIOSSY

Y31q 91e] 01)0d 01 SOUR)SIS
-1 pue IayIBW YOY UPM)Sq UONBIOOSSY

Winp-0qpp *,4 0) DULISISAI PUL SN0 [241S
Je pagnuapt sadAjojdey usamiaq UOIIRIDOSSY
*SQUI| 9SIQAIP €6 UO PAIOds

10)sn[o dudg-oouer)sisal cuig ul Keddp 1

'$2d£1029 G jo opdures
' ur ouod (owmn 3Julemop) ZAY¥D e d1

auid £jj01901

Juid s3009

Jurd swnuen

uiaadeln

018104

0NN

AAUAIJY

SOINJBIJ JUAI[ES

Apmis

eld

(Ponunuod) 7 2pqn



471

(#002) v 42
YONODON
(rooT v 12
19801y

(0007) v 12 1]

(#002) v 12
LLIQJBIORIA]

(¥00T) 17 12 eSSy

(007) “Iv 12
Cm&&wwpvm

(€007) 'Iv 12 sme

(2007)' P 12 d1pUEA]
(#007) v 10 1UYIRIN

(#002) v 42
Keswrey

(€002) 7 12 xoENg
(¥002) v 12

uoqreua

(€002) v 12 nry

-‘Surddew uoneosse 10j (T 971

-0 A[9ANI9Jd 03 Papaau st aInjonys uonendod Jo uonnjosal jo 3913
-op 10y3Iy ' jey) pa3sassns Apnis oy ‘odKjousayd uo paseq suonnred
o3 Surdde(rono yoed sdnoi3 oAy ojur pauonnied oI19m SUOISSIIOY
‘JeaUYM PBAIQ JO SOWOSOWOIYD

£ dnoi3 1e uroned @7 uo 31 moIyl [[im pue ssaiSoxd ur (s Apnig
1 oyoads-ayoru 01 urpes]

uondaas orydepa 01 anp urdyjed renodjow aandepe Funsadsns ‘(Jreseq
pue essol e119)) suonendodqns omydeps om) ur 7 oyroads-oydIN
OUBISIP A 0T01

' y)m sired 10§ ¢f°() pue 3rede A (] > sired 19yIeW 10 /9°() PISeIoAR
.@ ‘190] Jo sired orusjuAsuou pue OIUANUAS Ul yloq (7T JO [9A9] YSIH
'SAH JO SOORIPUR[ PUE SIBAI[ND UI URY) SUOISSIIOR

SH ur sadAjo1dey arow ¢ SH pue AH JO SIJRIPUE[ Ul dOUISqE S} pue
‘SAH PBANND UI 1D0] UddMIRq (] JUeoyIusis soul] (SH) winouvjuods
‘H 10j 1s9yS1y pue soul] (AH) 24034 [ Ul PIAIdSqO (N 1S9mMO]
“IQI[IBD POPIOOAI 2IdM JIBI} dWES AU} 0] STLO 2Ioym

‘UOI3I [RWOSOWOIYD Y} UT IPISAT 1SAIUI JO IR} Y] )M UONIBIOOSSE
Suimoys s1oyIew Auew Jrede JAO ()] SIONIBW UIAIMIIQ SUOIRIOOSSY
‘sdrysuonear

adKjousyd—1oxrew I0j pasn 9q p[noys pue uolssardor Jeaur drdwis
uey]) (s9A11s0d 9s[B] ToMIJ SAIBIUAT "9'T) JATJBAIISUOD AIOW ST YV 1BY)
Funso33ns JuLdYIUSIS SB PAYNUIPI SeM UONE[AII0D I1sayT1y ym diys
-uonear adKjousyd—royrew A[uo (V) SISA[BUR UOTBIDOSSE YINOIY ]
'SoUa3 a5 4ad $SAUITRI 0] 100] YSS Y}

Jo 98eyuI| 250[0 AQ 10J PAIUNOIOE 2q P[NOD SUOIIBIDOSSE JSOUW ST
SuIMoI3 Inoj Jopun W} SULIOMOY YIM PIJRIOOSSE A[IUBOYIUSIS SYSS
armponas uonemdod

pue (7 jo uraned ay) uo 3 mo1y} [[im pue ssaidoxd ur [[ns Apnig
‘A911eQq JO HS 2WOSOWOIYD

18 71 Jo urned 9yl uo Y31 moIyl [[Im pue ssaidoxd ur s Apnmig
"$YSS 3uIsn A (g UM pue

SINS SuIsn JAD 0] UIYIM ABOIp (I POMOYs A9AINS 9pIM OWOUdS Y
‘POWLIGUOD OS[B 0FEB SIBIK ()OS~ ‘UONIBINSIWOP [RNIUT
{SUIpa2Iq/uoneONSAWOP JULINP UONIAS JO SIS SB POULIJUOD dIom
gp pue [q1 cyoeordde snoommur Suisn paynuapr UONOJ[AS Ipun 100

'sdnoid uryum (aunjonas) ageyqur] 03 panqriie sem sired
ASS JO %99 ur (0T uedyIudis ssour| [eordos) Suowe Y31y sem AJISIOAI]

"SUOISSAOIR DULLLIIGD]S

‘O 861 Ul IO YSS €6 PU® vanws "0 9€T
ur 190] 1se[doIoqyo g 2p 190] Ieaponu 9 3uisn
armjonays uonendod pue AJISIOAIP OnOUID)
SYUSS

Suisn sowosowolyd /-dnoid ur urened 1

‘uonnqLisip [eoryderdoad
-009 U)IM UONE[AI ) pue sYSS Suowe T

SYUSS

0L Suisn UOMOJ[[0d JBAYM WNINP B Ul T
"SUOISSIOOR

PIIM pue saorl pue| ‘SIBARNO ueadoinyg Jul
-juasaxdar Aopreq jo sdnoi3 wserdwiad 9a1y)
ur sadfjordey pue SINS-ISH Uoamiaq 1
‘SIRAT)[NO Ad[IRq

Sunds 941 ur @71 ysSnoay) SIsjoeIeyd PIje[aI
plRIA pue ppaik dew 01 s1oyIew J T4V 9€T

‘wmaunjuods ~dss a.un3na py
WO SUOISSAITONUL M 203)na dss a.msjna
“H JO STSDY JO 19S B JO SISA[EUR UOTIBIOOSSY

‘sjrery oAndepe 120 pue awn) SULIOMOY YIm
UONBIOOSSE APNIS 0 SIIBW YSS €€ JO s
aIn)onns

uonendod pue Q7T J10J BIEp INIBW YSS
SANS

pue sYSS (< Suisn Adpreq jo HS ur 71
'SIeAN[ND 13Yjo §¢ pue Fuuds

Q7 ‘IyuIM €7 Jursn Ad[1eq ur (11 JO JudIXyg
“Yodud[110q uon

-eindod pue uor1309[3s [eUONdAIIP Jo syedur
] QWOSOWOIYD UO 190] 7] 1B N JO UIdIRd
‘sdnoi3

oAy ojul pauonnied soul] paIqul dzZIew
097 Suowe AJISIQAIP PUB AINIONIIS ONAUID)

RSIN |
JRAYM
projdexaHq

JRAYM
projdena

Korreg



472

(¥00T) ‘17 12 UNAH

(€007) ‘1v 12 nyzZ

‘uonemndod g0 ur o[qissod oq pynom s1030e) onduagd jo Surddewr
uy oM ‘dJVN PuB JNOV 01 Iefiuis suonendod ur 9[qises) sisA[eus
UOTBIOOSSE YBUI PINom 3sAYL "JNDV UI (9 05¢ <) Avd2op T Jo
[9A9] 9jerpaudjul ‘uonendod ¢ ur A[pider paurpap (1 ‘uonemdod
dVN 01 uosLredwod ur sIeAnnd YN Ul gy 005 UIyiim Aeoop T mO[S

-Kys10A1p odAjordey pajrwy pue (T 9PIM-OWOUIT MO[ B

Pa1sag3ns (seouanbas Surpod-uou pue FuIpod) qy ¢°9/ I9A0 peaids 190]
S 18 (SANS 210w 10 om) s yoea) sadfyjordey Suowe soyewnso 1
*SOQUR)ISIP 1I0YS A0 ABOIP

71 Sunsad3dns (vlos *n) ueaqhos prm ur punoj sadKyordey jo roqunu

‘paouanbas a1om uoI3ar qy (S noysnoy)
sjuowidesy  oidpmu  ‘sreanmo  (JVN)
onand ‘wy ‘N (P) (VVN) s101s0ue "wry
‘N (0) {(NDV) xvut "9 ueisy (q) ((SD) vlos
aurpAyn () :suonendod JuaIayIp Inoj ur (1

'$adA)0ud3 9sI9AIp G Ul (I pue soouanb
-9s Surpoouou pue 3urpod ul Loudnbary JNS

‘UBIQAOS p[IM puR

(2007) ‘17 12 UR32ID 9} 201M] sadKJ0oudS xpws "H URISY puB WY N Ul AJISIOAIP JR[IWIS pareAnno ul (1 pue Aysioarp adKjojdey ueaqhog
UOI321 AU} INOYINOIY) AJSIOAIP O1IQUAT U0 ‘K10A1q19Y
(Z00?7) v 12 UOISIOAUO0D JUAF JO J[0I Sur}sa33ns (SUOIIBUIQUIOD [[B 10J J0U) dIUBISIP 03 2oue)sIsal 10J TLO B UO PaIdudd qy (L]
plogneyq UM PRe[II0d A[pAnedau a1om swisiydiowAjod usamiaq T aSIm Iied SSOIOR ‘I00[ H] 1B (] PUB AJISIQAIP O11UID)
(zo0T) 10 12 QY 0§ UM pokesap 1 'SANS €91 10J pad£y
S10qpIoN. ‘uor3ar qy 00s oyads & ur ‘ysnoye ‘qy 0sg 01 dn 10y parsiszod g1 -0ud3 SUOISSAOL 9/ FuIsn (] IPIM-WOUID)
‘parrgjur sem wisiydiowAjod
(6661) v 12 VN Jo u1dned ay) uo sjudAd UONBUIqUIOII JO 19oPH (] IUBOYIUSIS 'sad£31009 g¢ ur wsiydiowAjod YN JO U1}
RIIYSBATIN pamoys ‘(pa1osjap spueq g/ wolj spueq omydiowAod /¢ JO %y 11 -jed SA UONRUIqUIONAI SJTJV UdMIdq (T
'sad£)099 asoueder sad£y
ur Sa0URIYIP Aouanbaig apa[[e 01 paInqgunie sem 0] YSS 18 7T JO [9A9] -009 Zf Jo o[duwres opimpriom & ur syssS pad
(L661) v 12 ueuu] Y31y queoyrudis punoy a1om suostredwod asimm-ared g1 Jo (%1°C1) €2 -dew (g Suisn @7 pue wsiydiowAjod YSS sisdopign.ay
"YO2UR[110q UOTIBPUNOJ JO }[NSaI 2y} st pajardioiur 7 sawos ‘SIBATIND
(T100T -OWOIYD JUAIPIP WOIJ SJTAY PBY SUONBIOOSSE JO %H] JAD O] < UIOpPOW G SUIsn JWOUdd I9A0 PIANQLISIP
‘6661) /v 12 oouuef £q payeredas J1soW 100[ €€ PIA[OAUL SUOIIBIDOSSE SNOO[Iq JO SASBD Tt Aremn3gar (saqoid g¢) sdT1Ad ueamiaq 1 ueore3ng
-93eyuI] uBY) I9YIRI "919 ‘UONII[AS [BIOYNIR 10 ‘TeIn ‘Jood wserd
-Jeu [9[[ered 9JUIP WOPURI 0) NP IR SUOIIBIOOSSE SISBI JSOW UT 18y} -wId3 jeo ue ur oeyqur Pim diysuonear
(8661) “Iv 12 132 3unsa33ans ‘UoNeIdOSSE JIe—IaIeW pamoys sd 1.4y paddew [¢ jo 0] $)1 pue S0 puk IYIBW UdIM]O( UOTIBIDOSSY 180
*91ep SuIpeay 10J STLO OMm) Teau
paddewr o1om SIONIBW PIJEIOOSSE A[IUBOYIUSIS JSOW 9 Y} JO G 18P suonemdod eijeu ur
#007) 193S Surpeay yim pajerdosse Appueoyiusdis sq1Jv omydiowAod ¢85 Jo 97 1oy1ew pue adAjousayd usam)aq UONRIDOSSY SSeISoAY
‘POAISSqO d1aM (T SNOO|
-I9)Ul PUB SNJO[RIIUI JO S[OAS] MO] pU®R YSIH :s15dopign.y pue dZIew ‘sauI] paIqur
usomjeq jerpauIdiul urdped © sey wnys3ios JBY) 0s SSI[ 10 qY O] MR .0jod1q *§ [z ul paouanbas ‘dq 98167
($007) v 12 UM SABOOP (] {POAISSQO SBM OZIBW 0} 9ANR[AI ‘(T JO [9A9] Joy3Iy 01 3unesar3se (dq pip—¢g1) suoIgal oruouad
urquey PIOJ [BISASS puUB (9zIBW UI JBY) Y)INOJ-9UO) UONBLIBA JO [9AJ] MO J1I0Yys G6 Ul (] Pu® UONBLERA ddouanNbag
‘owouad 2y ul *SUOISSAD
($007) uuewWzZSR[D SUONBLIBA J[qBIOAB] JO UONBZI[BIO] MO[[® [[IM SIY] JUdW3ds pajadie) -0® GOg Suowre sdI4Y Suisn uordar [eIsIp
pue noq ) UI AP  UIYIIM PIABIIP PUB JAD ¢ PUOASq Papudlxa A[uowrtuod (] 9y 009/IN° ¥ ® umgiim 0] 7] Suowe T wnys1og
OUAIIY S2IN)BIJ JUAI[RS Apmig jue[d

(ponunuop) 7 2qnL



473

(1007) syuesIoN
pu® [OIAISSIUBAT

(s661)

‘IZZOUQA pue oong
(8661) Jy2INqRD
(00T

T00T) ‘[P 12 XOO[IM

(¥00T) 7v 12 Tewny

(¥00T) 17 12
NoﬁﬁkszuNoﬁchoo

(8661) v 12
UdZorYIOA

(1007) /v 12 ussuey

(0002) v 42
anbuedsoq

(000T) 17 12 1yery

'Sa1pn)s uoneosse a1 suonedrdde [eonoeid 10j s1oyIeW JNS

Jo Juawdo[aAdp ) 10§ saniqissod 9yl uo Y31 MoIY) [[Im Apnis Sy
*90UR)SIP-AQ-UOTIB[OSI 0} anp

L2Imonns AJwej, Jo Yor[ pasedsns Apnis oy} (Pajdelep Sem 2Injonns
reneds yeom y PIAIISqO Sem SIONIRW (VY (T JO MO ¢ Suowe
"0O] PYUI] AP{eom 10 paxul|

-un Suowre (I Jo uosear 9[qissod 9y} st paIsaiIns sem Funew wop
-URI-UOU :Pajoadxd aIom URY) PUNOJ d10M (I JMUATIP JO SASLI IO
‘paure}qo

SEM (T 9PIM-OUWIOUdT PUL JWOSOWOIYD JO OUIPIAD OU (SIAYIBUW PAYUI
uaam)aq pue YN JO S9Ud1aIs 1I0YS I9A0 PIpudlxd (I duadenuf
*POpaRU SI JIBI) AY) YIIM UOIIBIOOS

-se aaneInd SuImoys SIONIBW JO UONEPIBA IYlIng 510972 Surduwes
-01jouag 01 aNp 9q P[NOd PUB PIAIISAO SeM (7 NRI—IONIBW YBIA
"90UBIA[0] JYSNOIp 0) paje[al

$9ss2001d 2AnIdepE pUE UONIR[AS [BNUAIAYIP INOGE UONRUWLIOJUT JUBAJ[
-0I Pap1aoid $a311 GEp UT SINS JO SUIUAIOS "Pajddfas sem sadAjordey
Sumysm3unsip sgNS Jo 19s © pue paynuapt aram sadAjordey ysiy N
'S9211 152q 2} AJIUAPI 0] PIsn PuE Pajdlap g P[Nod An[ea

oy10ads Jo sy L0 YoIym Ul SA[IWL] PLIGAY Y] 9500y 0] pPue ‘FuIpadiq
19111ny 10J sjuared 109]9s 03 J[Q[[B IoNIRW puUE J[[[E TLO UmIq 1
suone[ndod jueld [einjeu ur Surddew sual 10 (T Jo asn [enudjod
A} PAILIIPUI SINSIY dUT & PIIM (I IUBIYIUSIS POMOYS SIOYIBUW OM T,
‘sarpnys sonauad uonendod 10j pasn aq ued YNIW ‘YN

oY1 Jeyl pue uoneIlSiw o) anp Aurew sem yN@W ur Asejdowoy
e} 3unsagdns ‘swsiydiowdjod yN@W pue YNdo ur g1 Suons

‘(D € >) sIoyIew payuI] usam)dq T Ioysiy
Apueoyrugis pue SIONILW PAYUIUN Ueam)dq (T MO] Ing jueoyrudig

-oonids AemIoN ur juowdo

-[9A9p IoNIeW JNS PUB A)ISIOAIP doudnbag
A

wolj s931} g woy sajAyderowesesow I9A0
padAiouad o] qdvy peddew (g Suisn
‘100] QWAZO[[.

Suisn spuels $aigy padlg W2IY} UIYHM UId)
-1ed [epeds o) pue wnuqimbasp oS

QWOUdT $SOIOE PUE JWOSOUWIOIYD
© SSOIo® ‘souad oyoads uryim 7 Jo urdned

'SYSS € Suisn SYIA 10J SUONEBII0S
-se JIeI-IoIew pue [9A9] uonendod 18 Q1
Souag paje[ar 9oueBIS[O) JYSNOIp (7
10J paouanbas s91Ay -dojowre3edow ¢ wolj
paouanbas sojdwes yN(@ Juisn uonemdod
[eanjeu ur uoneurea aandepe pue Q7 ‘AN

‘Kyrenb poom pue 1odey wols ‘Yimor3 ‘own|
-0A 9YI| S}IBI} IOJ UONBIDOSSE IIBII—IdIBJA
'$199q BAS 9()] UI SIoyJew JTJV

paddew /¢1 Suisn soudagd g jo Juiddew T
‘(sadKy

-oidey YN( [eupuotyoolit pue jseidoropyo
uodM)dq () Sowoudd Ie[ouedio ur ]
‘soul] SuIpaaIq 199q

Jegns ouiu ur sioyJew JTJv poddew [¢t
Suowre (07 pue dFeyul] usam)aq diysuone[y

donids AemIoN

ourd eieIpey

auid £Jj01q0]

smyddyponsg

199q 1B3Ng



474

Population genetics and evolutionary studies
in plants

The neutral theory of evolution holds that
majority of polymorphisms observed within and
among species are selectively neutral or at least
nearly so (Tajima, 1989). Neutrality makes math-
ematical modeling easy giving a natural null
model. Features, like selection, migration and
demographic history can then be viewed as
perturbation of a standard neutral model.

Natural selection and domestication

In any organism, LD can be used for identifying
genomic regions, which have been the targets of
natural selection (both directional selection and
balancing selection) during evolutionary process.
Adaptive selection can leave one of two signa-
tures on a gene region through genetic hitch-
hiking. Directional selection can reduce levels of
polymorphism through the rapid fixation of a
new adaptive mutation. Balancing selection can
increase levels of polymorphism when two or
more alleles are maintained longer than expected
under a neutral model. For instance, if a poly-
morphism maintained by balancing selection is
old, it will have enhanced sequence variability in
the flanking regions, which may be used as a
‘signature of selection’. Due to difficulties inher-
ent in such studies, only very few such studies
have been conducted in the past, but more such
studies will certainly be conducted in future. One
of the difficulties in such studies is due to similar
pattern of genetic variation expected due to
natural selection on the one hand and popula-
tion demographic history (size, structure and
mating pattern) on the other, although selection
affects specific sites, while demography affects
the entire genome. Despite these difficulties, the
data on human genome sequences and the
available SNPs in these sequences made it pos-
sible to identify genome-wide signatures of
selection in humans (Akey efal, 2002;
Schlotterer, 2003). In one study in humans, 174
candidate genes were inferred to have been the
target of selection (Akey et al., 2002). Similar
studies have been conducted in Arabidopsis,
where genomic regions containing the genes
RPM1 and RPSS5 were shown to be the target of
selection (Stahl et al., 1999; Tian et al., 2002;

Mauricio et al., 2003). More such genomic re-
gions, which have been the targets of selection,
are likely to be identified in future, so that we
will have a complete set of genes with long lived
polymorphisms, each with a region that has been
a target of natural selection.

In crop plants, efforts have also been made to
identify genomic regions or genes, which were the
targets of selection during domestication and
subsequent selective breeding. For instance, QTLs
for agronomic traits that were selected during
domestication were identified through QTL inter-
val mapping (Paterson et al., 1995; Peng et al.,
2003; for a review, see Pozzi et al., 2004), even
when functions of these genomic regions are un-
known. For instance, in a study in maize, as many
as 501 genes were screened using 75 EST-SSRs, to
obtain signatures of selection. Fifteen of these 75
EST-SSRs gave some evidence of selection
(Vigouroux et al., 2002). In another study in
maize, variability seems to have been reduced in a
short regulatory region that lies 5" upstream of the
teosinte branchedl (tbl) locus (Clark et al., 2004).
Large differences in the pattern of polymorphism
between genomic regions are also seen in barley
(Lin et al., 2001).

Demographic history

It is also possible to infer demographic history
of a population from the pattern of DNA
polymorphism, if data from a number of inde-
pendent (unlinked) loci is used and it is assumed
that the demographic history affects the entire
genome in the same way. Furthermore, it is
shown that for a study of demographic history,
a large number of loci spread over the whole
genome should be used, since it was shown that
study involving single locus (or non-recombining
genomes represented by mtDNA or cpDNA)
may lead to erroneous conclusions. For instance,
in A. thaliana early studies of recombination at
the Adh locus indicated extreme population
subdivision (Innan et al., 1996), but this pattern
was not observed in the entire genome in sub-
sequent studies, where a survey of genome-wide
AFLPs in Arabidopsis suggested a weak isolation
by distance and a relatively recent population
expansion, indicating ancient subdivision and
recent expansion (Miyashita et al., 1999; Innan
et al., 1999).



LD studies conducted in higher plants

Linkage disequilibrium studies have now been
conducted in more than a dozen plant systems,
both at the individual gene level and at the level of
whole genome. In individual species, these studies
included (i) estimation of the extent of LD in dif-
ferent plant genomes or in different parts of the
genome of an individual species (see Table 2), (ii)
measure of nucleotide diversity/haplotype struc-
ture, (iii) assessment of the effect of selection/
domestication, (iv) identification of marker-trait
associations, etc. Results of all these studies are
summarized in Table 1 and will not be discussed
any further.

Current issues in LD research in plants

As discussed above, there are several limitations in
using LD in plant systems despite its demonstrated
benefits. These limitations have become the cur-
rent issues of LD research both in animal and
plant systems. Among these limitations, effects of
structured populations, epistasis, gene conversion
and ascertainment bias on LD estimates have la-
tely become the issues of current interest and are
therefore briefly discussed.

Table 2. Linkage disequilibrium (LD) in different plant species.
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Association mapping in structured populations

A population is described as a structured popula-
tion, when frequencies of a disease or a trait varies
across subpopulations, thus increasing the proba-
bility of sampling a trait from one subpopulation
relative to that of sampling it from another.
‘Transmission/disequilibrium test’ (TDT) was
suggested as one solution to this problem (Spiel-
man et al., 1993; Spielman and Ewens, 1996;
Allison, 1997), but one generally prefers to con-
duct case—control studies, since these have several
advantages (Cardon and Bell, 2001) and are
cheaper. Therefore methods, employing case—
control studies, have been developed for associa-
tion mapping in structured populations.

Pritchard et al. (2000) proposed a population-
based method that can detect associations between
marker alleles and phenotypes in structured pop-
ulations. The essential idea of the method is to
decompose a sample drawn from a mixed popu-
lation into several unstructured subpopulations
and test the association in the homogeneous sub-
populations. The methods have been applied to
association analyses in humans (Rosenberg et al.,
2002) and crop plants, with modified test statistics
being used to deal with quantitative traits
(Thornsberry et al., 2001).

Species Mating system LD range Reference
Maize Outcrossing 0.5-7.0 kb Remington et al. (2001), Ching et al. (2002),
Palaisa et al. (2003)
Outcrossing 0.4-1.0 kb Tenaillon et al. (2001)
Barley Selfing 10-20 cM Stracke et al. (2003), Kraakman et al. (2004)
Tetraploid wheat Selfing 10-20 cM Maccaferri et al. (2004)
Rice Selfing 100 kb Garris et al. (2003)
Sorghum Selfing <4 cM Deu and Glaszmann (2004)
Selfing <10 kb Hamblin et al. (2004)
Sugarcane Outcrossing/Vegetative 10 cM Jannoo et al. (1999)
propagation
Arabidopsis Selfing 250 kb Nordborg et al. (2002)
Soybean Selfing >50 kb Zhu et al. (2003)
Sugar beet Qutcrossing <3cM Kraft et al. (2000)
Potato Selfing 0.3-1.0 cM Gebhardt et al. (2004), Simko (2004)
Lettuce Selfing ~200 kb van der Voort et al. (2004)
Grape Vegetative propagation > 500 bp Rafalski and Morgante (2004)
Norway spruce Outcrossing ~100-200 bp Rafalski and Morgante (2004)
Loblolly pine Outcrossing 100-150 bp Gonzalez-Martinez (2004)
Loblolly pine Outcrossing ~1500 bp Neale and Savolainen (2004)
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Epistasis and G X E interactions

Epistasis and G X E interactions are ubiquitous in
the genetic control of complex traits and can be
studied using a variety of approaches including
LD. This aspect has only recently attracted the
attention of those using LD for genetic dissection
of quantitative traits. It should be recognized that
epistatic interactions will lead to LD between loci
involved in these interactions, since selection for
the trait will allow these loci to stay together even
when they are not linked (inter- and intra-chro-
mosomal); these associated loci can be identified
through LD and epistatic interactions between
them can be identified. In most of the QTL studies
involving estimation of epistatic effects, QTLs
having main effects are identified first, and then
they are tested for interactions. In recent years,
methods have been developed and utilized in
plants to find such QTLs, which do not have their
main effect, but are involved in epistasis (Yu et al.,
1997; Wang et al., 1999; Xing et al., 2002; Kulwal
et al., 2004; for a recent review, see Carlborg and
Haley, 2004). In most of these studies involving
study of epistasis, however, mapping populations
are used, but the approach of LD can be applied
for the study of epistasis even in natural popula-
tions like those of forest trees, and in diverse
germplasm collections relevant to crop improve-
ment.

It was actually shown that in some cases,
adjacent genes had low levels of interlocus LD and
loosely linked genes had high levels of interlocus
LD, suggesting strong epistatic selection. This as-
pect of the effect of selection of epistatic loci on
LD has been particularly studied using inversions
heterozygotes in  Drosophila  pseudoobscura
(Schaeffer et al., 2003), where inversions act as
suppressors of recombination to maintain positive
epistatic relationships among loci within inverted
regions that provided adaptation to a heteroge-
neous environment. A haplotype-based algorithm
has also been proposed for multilocus analysis of
LD mapping of QTLs involved in epistasis. The
application of this method was validated using a
case study, where QTL affecting human body
height were successfully detected. In this study,
modeling was done for epistatic QTL with gene
effects including additive, dominant, addi-
tive x additive, additive x dominant and domi-
nant X dominant effects (Lou et al., 2003).

Gene conversion and LD

Gene conversion can also be an important factor
in shaping fine-scale patterns of LD and haplotype
structure of a population. Attempts, therefore, are
being made to understand the effects of high rates
of gene conversion upon LD maps. Two loci sep-
arated by a short distance will generally exhibit
low recombination, and therefore, are expected to
show almost complete LD and complete linkage.
Contrary to this expectation, in several recent
studies, a significant fraction of closely placed loci
were found to show incomplete LD. This unex-
pected result has often been found to be due to
gene conversion, which can be distinguished from
crossing over due to non-availability of all the four
possible combinations involving two pairs of al-
leles. Further, the new combinations obtained due
to gene conversion, are not associated with chan-
ges in loci downstream of the recombination break
point, as is the case with reciprocal recombinants
resulting due to crossing over.

It has also been shown that the rate of recom-
bination between nearby loci often increases due
to gene conversion, which may often assume
alarming levels, its rate in different regions of a
genome being as high as 1.5-10 times the rates of
crossing over, as exemplified by chromosome 21 in
humans (Padhukasahasram et al., 2004). This high
rate of gene conversion will often lead to break-
down of allelic associations across short distances,
thus reducing the magnitude of LD between clo-
sely linked adjacent loci. Gene conversion hot
spots have also been found to be coincident with
the previously identified crossover hot spots, sug-
gesting that in many cases high recombination
rates were erroneously attributed to crossing over.

Among plant systems, in order to study the
effect of gene conversion (relative to that of
crossing over) on LD, Haubold et al. (2002) sam-
pled genetic diversity at 14 loci (500 bp each) in
chromosome V of Arabidopsis thaliana. These 14
loci were distributed across 170 kb of genomic
sequence centered on a QTL for resistance to
herbivory. It was shown that in this particular
genomic region, LD decays with distance (negative
correlation). However, when only those pairs of
loci were considered, where all the four possible
haplotypes (these can result only due to crossing
over and not due to gene conversion) were avail-
able, this negative correlation between LD and



genetic distance disappeared; and sometimes even
became positive. When a test for the relative rates
of gene conversion and reciprocal recombination
(crossing over) was applied in this study, 90% of
the recombination events in the region surveyed
were found to have been produced by gene con-
version. This strongly suggested that (epistatic)
selection together with gene conversion must have
produced this pattern.

Ascertainment bias and LD

Ascertainment bias (AB) is the bias introduced by
the criteria used to select individuals and/or loci in
which genetic variation is assayed, so that it leads
to inaccurate estimates of LD. Ascertainment is
the way individuals with a trait are selected or
found for genetic studies and bias is a difference
between the estimated and true value of LD in a
statistical sample. Understanding and correcting
this AB is essential for a useful quantitative
assessment of the landscape of LD across any
genome. Specifically, the magnitude of this AB is a
function of several factors (Akey et al., 2003). A
particular problem of AB arises when SNPs iden-
tified in small heterogeneous panels are subse-
quently typed in larger population samples. LD
estimates may also be biased depending on the
means by which SNPs are first identified to be used
in further studies, where genotyping is done using
entirely different methods. For instance, SNPs
may be first identified by re-sequencing in one
population and may be later scored in other pop-
ulations by genotyping using methods other than
re-sequencing. It is important to realize, that SNPs
are often identified by in silico methods that
ascertained SNPs from a small number of chro-
mosomes in a limited number of populations
(Taillon-Miller et al., 1998; Mullikin et al., 2000
for related references, see Akey ef al., 2003;
Kreitman and Rienzo, 2004). Inferences drawn
from studies using such SNPs may be influenced
by AB.

Rapid progress has been made in quantifying
the pattern of LD and haplotypes across entire
human genome, and similar efforts are being made
in plant systems. The quality and utility of such a
proposed LD-based resource could be seriously
compromised, if important sampling and analyti-
cal factors as above are overlooked. To date, the
effect of AB on estimates of background LD has

477

not been rigorously investigated, although Weiss
and Clark (2002) pointed out the problem of AB in
results of an earlier study aimed towards charac-
terizing the pattern of LD in human genome
(Reich et al., 2001).

Ascertainment bias can be quantified as the
mean absolute fractional error (MAFE), which
varies from 0 to 1. Using this measure of AB, it
was also shown that the magnitude of AB was
higher in the hierarchical approach (when number
of chromosomes from a single population are
sampled) relative to that in a balanced approach.
Therefore, the use of a sample of large number of
chromosomes from multiple subpopulations was
recommended for future large-scale SNP discovery
for estimations of LD (Akey et al., 2003).

Future prospects
Association studies and M AS

One of the major uses of LD-based association
analysis in future will be the study of marker-trait
associations, leading to MAS, which has already
been discussed earlier in this review. The approach
will be particularly useful in forest trees, where
mapping populations can not be easily generated,
but MAS will prove extremely useful. For this
purpose, LD will also facilitate development of
functional markers (FMs), which are the perfect
markers for marker-trait association (see Andersen
and Liibberstedt, 2003; Gupta and Rustgi, 2004,
Simko et al., 2004b).

Mapping of QTLs jointly using linkage and LD

In plant genetic studies, different QTL mapping
methods, which were developed and extensively
used in the past, have been very successful for
mapping QTLs within genetic distances that
measured only up to 10-30 cM (Alpert and
Tanksley, 1996; Stuber et al., 1999). However, to
utilize QTL in selective breeding or to identify
functional genes, a higher level of resolution of
position estimates is required. Association studies
based on LD may allow mapping at much finer
resolution (Remington et al., 2001). More
recently, it was realized that linkage analysis (LA)
and LD mapping both have their own limitations
when used alone. The limitations of LA have been
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discussed elsewhere (Darvasi et al., 1993;
Hastbacka et al., 1994; Mackay, 2001; Hackett,
2002). However, the major limitation of LD
mapping is that it provides little insight into the
mechanistic basis of LD detected (e.g., LD may
not be due to linkage in all cases), so that, genomic
localization and cloning of genes based on LD
may not always be successful. This is because a
strong LD may sometimes be due to recent
occurrence of LD rather than a close physical
linkage between the two loci, exhibiting LD.
Therefore, a new joint linkage and LD mapping
strategy has been devised for genetic mapping,
taking advantage of each approach (Wu and Zeng,
2001; Wu et al., 2002). The strategy has the power
to simultaneously capture the information about
the linkage of the markers (as measured by
recombination fraction) and the degree of LD
created at a historic time. In this approach, a
random sample from a natural population and the
open pollinated progeny of the sample are ana-
lyzed jointly. The approach is based on the prin-
ciple that during the transmission of genes from
parents to progeny, linkage between marker and
QTL is broken down due to meiotic recombina-
tion. Therefore, it was proposed to have a com-
posite measure of LD involving the following two
components: (i) linkage between marker and QTL
and (ii)) LD created at a historic time. With the
measurement of these two components, one can
clearly determine the basis of a significant LD
between marker and QTL, thus increasing the
feasibility of fine mapping and map based cloning
of QTLs affecting a QT. Thus, by combining the
information about linkage and LD, the joint
mapping method displays increased power to de-
tect LD compared to traditional methods of LD
analyses. Using this strategy a QTL with major
effect on milk fat content was successfully fine-
mapped in a 3 cM marker interval on bovine
chromosome 14 following multipoint maximum
likelihood approach (Farnir et al., 2002).

The approach of combined LA and LD for
QTL analysis has been extended for multitrait fine
mapping of QTLs (Lund et al., 2003; Meuwissen
and Goddard, 2004). Multitrait QTL mapping has
also been recommended for correlated traits, thus
increasing the statistical power of detection, and
resolving whether the two traits are correlated due
to pleiotropic effect of one QTL or due to linkage
between QTLs affecting these traits (Jiang and

Zeng, 1995; Korol et al., 2001). Lou et al. (2003)
also suggested that if their haplotype-based algo-
rithm for multilocus LD mapping of QTLs is
integrated with Wu and Zeng’s (2001) model, the
relationship between linkage and linkage disequi-
librium can be tested, and LD mapping can be
made a more predictable and powerful approach.
The approach of joint LA and LD has already
received considerable attention in studies on ani-
mals, and in future the method will certainly be
used in plants also.

Haplotype blocks and tagging SN Ps

As the number of known SNP markers in a gen-
ome increases, genotyping individuals with all the
available SNPs will become a formidable task.
Several approaches are being suggested to deal
with this problem. For instance, patterns of LD
(haplotype blocks) are being used for identification
of minimum informative subsets of SNPs, also
known as tagging SNPs (tSNPs) or haplotype
tagging SNPs (htSNPs) (Goldstein et al., 2003;
Tishkoff and Verrelli, 2003; Halldorsson et al.,
2004). To identify a minimum set of SNPs (tSNPs/
htSNPs), distributed throughout the genome for
association testing is one of the major goal of
haplotype map (HapMap) project in human
(Clark, 2003; The International HapMap Con-
sortium, 2003). Similar studies have been initiated
in A. thaliana in USA. Other similar studies, at the
level of genes were conducted in maize (Ching
et al., 2002; Palaisa et al., 2003; see Rafalski and
Morgante, 2004), rice (Garris et al., 2003), soy-
bean (Zhu et al., 2003), potato (Simko et al.,
2004b), etc. The efficiency of SNP haplotype
analysis may also be increased by DNA pooling
and use of microarrays, which can dramatically
reduce the number of genotyping assays (Yang
et al., 2003; Butcher et al., 2004).

Linkage disequilibrium maps in plants

Genetic and physical maps of genomes, based on
molecular markers have now been constructed in all
major crops. The work on the construction of LD
maps in humans has already started, but that of the
construction of LD maps for plant genomes has yet
to start. In humans, LD maps of small regions of the
genome or those involving mapping of disease genes
relative to molecular markers have been constructed



successfully. In due course of time such mapping
will be attempted in plants also. These LD maps will
make use of molecular markers that flank marker
intervals delimited on the basis of estimations of
LD, the distances being represented as LD units
(LDU; Zhang et al., 2002). LD mapping theory
extends the estimation of covariance D for arandom
sample of haplotypes or diplotypes (disomic geno-
types) to the association probability p = D/Q
(1-R), where D is an estimation of LD (see above),
Q is the frequency of the rarest and therefore puta-
tively the youngest allele, and R is the frequency of
the associated marker allele (Maniatis et al., 2002).
The estimates of these three parameters D, Q and R
will be utilized for LD mapping. The softwares
ALLASS (allele association) and LDMAP VER-
SION 0.1, March 2002 (both developed by Andrew
Collins from University of Southampton, UK) are
recommended for use in constructing LD maps.

Appropriate statistical models

Although significant progress has been made in the
methods for estimation and interpretation of LD,
these methods each suffers from one of the following
limitations: (a) They are based on computing some
measure of LD defined only for pairs of sites, rather
than considering all sites simultaneously. (b) They
assume a ‘block like’ structure for patterns of LD,
which may not be appropriate for all loci. (c) They
do not directly relate patterns of LD to biological
mechanisms of interest, such as recombination rate.
Statistical models have also been proposed to
overcome these limitations, by relating genetic
variation in a population sample to the underlying
recombination rate (Li and Stephens, 2003).

Softwares for LD studies

It is apparent from the above discussion that any
LD study would be computationally demanding.
For this purpose, newer data mining tools and other
web resources are being regularly developed. Some
of the tools, relevant for estimating LD are listed in
electronic supplementary material (ESM, Table 1).

Conclusions

Linkage disequilibrium has been extensively uti-
lized for a variety of purposes including mapping
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of disease QTLs in humans, but its use in plants
has just begun. With the availability of high-
density maps in a number of crop plants, the
whole genome sequences in model plants like
Arabidopsis and rice, and the sequences of gene-
rich regions in crops like sorghum, maize and
wheat, we are at the threshold of utilizing the
approach of LD and association mapping in
crop plants in a big way. The approach will be
used in several plant genomes for construction of
LD maps, for study of marker-trait association
both independently and in combination with
linkage analysis and for the study of population
genetics and evolution both in nature and under
domestication. Future studies of LD in crop
plants will also elucidate further the structures of
plant genomes and will also facilitate the use of
MAS and map based cloning of genes for diffi-
cult traits.
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