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Introduction 

A linkage map (otherwise called a hereditary guide) is a table for 

an animal varieties or trial populace that shows the situation of its 

known qualities or hereditary markers comparative with one 

another as far as recombination recurrence, as opposed to a 

particular actual distance along every chromosome. Linkage maps 

were first evolved by Alfred Sturtevant, an understudy of Thomas 

Hunt Morgan. 

A linkage map is a guide dependent on the frequencies of 

recombination between markers during hybrid of homologous 

chromosomes. The more prominent the recurrence of 

recombination (isolation) between two hereditary markers, the 

further separated they are thought to be. On the other hand, the 

lower the recurrence of recombination between the markers, the 

more modest the actual distance between them. Verifiably, the 

markers initially utilized were noticeable aggregates (chemical 

creation, eye tone) got from coding DNA groupings; at last, 

affirmed or expected noncoding DNA successions, for example, 

microsatellites or those producing limitation piece length 

polymorphisms (RFLPs) have been utilized. 

Linkage maps assist scientists with finding different markers, like 

different qualities by testing for hereditary linkage of the 

definitely known markers. In the beginning phases of fostering a 

linkage map, the information are utilized to amass linkage 

gatherings, a bunch of qualities which are known to be connected. 

As information progresses, more markers can be added to a 

gathering, until the gathering covers a whole chromosome. For 

very much examined organic entities the linkage bunches relate 

coordinated with the chromosomes. 

Parametric Linkage Analysis 

 
The LOD score (logarithm (base 10) of chances), created by Newton 

Morton is a measurable test frequently utilized for linkage 

investigation in human, creature, and plant populaces. The LOD 

score thinks about the probability of getting the test information if 

the two loci are to be sure connected, to the probability of noticing 

similar information simply by some coincidence. 

 

Positive LOD scores favor the presence of linkage, though 

adverse LOD scores demonstrate that linkage is more 

outlandish. Electronic LOD score investigation is a basic method 

to break down complex family families to decide the linkage 

between Mendelian attributes (or between a characteristic and 

a marker, or two markers). 

 

The technique is depicted in more prominent detail by Strachan 

and Read. Momentarily, it functions as follows:  

 

1. Establish a family  

 

2. Make various evaluations of recombination recurrence  

 

3. Calculate a LOD score for each gauge  

 

4. The gauge with the most noteworthy LOD score will be 

viewed as the best gauge  

 

The LOD score is determined as follows:  

 

NR indicates the quantity of non-recombinant posterity, and R 

signifies the quantity of recombinant posterity. The explanation 

0.5 is utilized in the denominator is that any alleles that are 

totally unlinked (for example alleles on isolated chromosomes) 

have a half possibility of recombination, because of 

autonomous combination. θ is the recombinant division, for 

example the small amount of births where recombination has 

occurred between the examined hereditary marker and the 

putative quality related with the illness. Hence, it is equivalent 

to R/(NR+R). 
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