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Table 1 Comparison of the most common used DNA marker systems

Feature RFLP RAPD AFLP SSR SNP
DNA required (ug) 10 0.02 0.5-1.0 0.05 0.05
DNA quality High high Moderate moderate high
PCR-based No yes Yes yes yes
Number of polymorphic loci analyzed 1.0-3.0 1.5-50 20-100 1.0-3.0 1.0
polymorphism

Ease of use not easy easy easy easy easy
Amenable to automation low moderate moderate high high
Reproducibility high unreliable high high high
Development cost low low moderate high high
Cost per analysis high low moderate low low

(Source: Korzun, 2002)
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Figure 1 Dendrogram of 24 cultivars of durum wheat from Italy and Spain released in the last century
based on 186 AFLP fragments. (1, 2, and 3 are ltalian cultivars released before 1945, between
1950 and 1985, and between 1988 and 2000, respectively. 4, 5 and 6 are Spanish cultivars
released before 1945, between 1950 and 1985, and between 1988 and 2000, respectively.)

(Source: Martos et al., 2005)
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Figure 2 Clustering of 15 Oryza sativa species based on pooled SSR markers.

(Source: Chakravarthi and Naravaneni, 2006)
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Table 2 Application of PCR-based marker MG3HOO01 for detecting of yellow mosaic virus resistant plant allele.

169 bp corresponds to the susceptible plants, alleles 146 bp and 150 bp to ym4 and ymb5 resistant

plants, respectively.

146 MG3H1_150 MG3H1_ 169 Resistance

resistance ym4

No. Plants Allele MG3H1_
1 Ge0043_001 MG3H001_146 1
2 Ge0043_002 MG3H001_169
3 Ge0043_003 MG3H001_146 1
4 Ge0043_004 MG3H001_169
5 Ge0043_005 MG3H001_146 1
6 Ge0043_006 MG3H001_146 1
7 Ge0043_007 MG3H001_169
8 Ge0043_008 MG3H001_169
9 Ge0043_009 MG3H001_150
10 Ge0043_010 MG3H001_150
1" Ge0043_011 MG3H001_150
12 Ge0043_012 MG3H001_169

susceptible
resistance ym4
susceptible
resistance ym4
resistance ym4
susceptible
susceptible
resistance ymb
resistance ymb
resistance ymb
susceptible

(Source: Korzun, 2002)
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Figure 3  Application of DNA marker, SR4R04 for selecting fertile plants. M - 1 kb ladder, lanes 1-48

rye plants, fertile plants detected by two fragments.

(Source: Miedaner et al., 2000)
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Figure 4

The microsatellite marker RM72, linked to blast resistance gene in KDML105. The marker

was identified in resistant and susceptible individual plants of the RILs population. KDML
105 - Khao Dawk Mali 105, JHN - Jao Hom Nin, R1-R10 are blast resistant plants, and
S1-S10 are blast susceptible plants.

(Source: Korinsak et al., 2009)
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Figure 5 AFLP marker E4/M2-1 and E1/M13-1 linked to brown planthopper resistance. The markers were

identified in individual lines of the cross between susceptible KDML105 and resistant Abhaya.
The arrows indicate the polymorphic fragments, E4/M2-1 and E1/M13-1. The reaction of individual
lines to BPH from Pathum Thani (BPH-PTT) and Ubon Ratchathani (BPH-UBN) were shown.
R, MR, and S refer to resistance, moderate resistance, and susceptible, respectively.

(Source: Jairin et al., 2005)
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