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Molecular Markers Associated with Soybean Mosaic Virus Resistance and Phyto-

phthora Root Rot Tolerance in Soybean
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Abstract : The purpose of this study is to identify molecular loci resistance to soybean mosaic virus and to identify quantita-
tive trait loci (QTLs) associated with the tolerance to soybean phytophthora root rot (PRR) using 160 F derived RI lines
from a combination between Dongnong 93-046 ( a soybean cultivar resistant to SMV but susceptible to PRR) and Conrad (a
breeding line susceptible to SMV but tolerance to PRR) . The results showed that the resistant and susceptible segregation in
RIL population was fitted to ratio 1:1 for SMV ,and the loss rate from PRR inoculation fit to normal distribution. Two SMV
resistant loci and three QTLs associated with PRR tolerance were identified using SSR technique. SMV Resistant loci, RN1
and RN3 was located in MLGF and tightly linked with SSR makers Satt114 and Satt362. QTL QPR_1 associated with PRR
tolerance was also be located in MLG F. QTLs QPR_2 and QPR_3 was located in MLGD1b + W. The phenotypic contribu-

tion of the three QTLs were 9.38% ,19.4% and 7.02% ,respectively.
Key words: Soybean mosaic virus( SMV) ;Soybean phytophthora root rot( PRR) ;SSR marker
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Table 1 Markers associated with PRR
JEPIHE Linkage QTL [X.[f] Intervals i Distance R*/% LOD
F QPRI Satt252 — QPR_1 - Satt423 4.5 -10.2 9.38 3.02
DIb +W QPR2 Satt600 — QPR_2 - Satt428(579) 4.45-1.05 19.40 3.90
DIb +W QPR3 Satt459 — QPR_3 - Satt274 2.06 -2.00 7.02 2.10

R> JR 5 FARD AL 5 ST AN, LOD S S K AUSRAE o

RZis R - square or the proportion of the phenotypic data explained by the marker locus; and LOD is log of odd score.
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