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Nested Association Mapping

Genome-wide association study of agronomic traits in the rice nested association
mapping population

Akira, Abe
18,700,000
20 3,021 RILs (F7-F9
SNPs genotyping Nested Association Mapping NAM
SPAD QTL

We have developed the rice nested association mapping (NAM) population,
composed of 3,000 RILs derived from the crosses of a common parent ‘ Hitomebore’ with each of 20
diverse vrieties. These RILs of F7-F9 generations were genotyped using high density SNPs that were
detected by whole genome re-sequencing. Through a genome-wide association study (GWAS) of the rice
NAM pggﬁlation, we determined the genetic basis of important agronomic traits and identified some of
the S.

These results demonstrate that the use of GWAS with NAM populations is effective in uncovering the
basis of important agronomic traits.
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Common parent.  Founders Country Type Acc.No, | Generation {No. of Lines
NOi {Hitomebore  |KASALATH India aus WRC 02| F9 170
NO4 |Hitomebore  |SHONI Bangladesh aus WRC31| F9 123
Han and H uang. 2013 NO5 {Hitomebore |TUPA 121-3 Bangladesh aus WRC32| F9 204
Cu rr_Opin_ Plant Biology NO6  |Hitomebore  |SURJAMUKHI India aus WRC33| F9 74
NO7  IHitomebore  RATUL India aus WRC 36| F9 64
NO8 {Hitomebore ~[BADARIDHAN Nepal aus WRC39 F9 80
N09 |Hitomebore |KALUHEENATI |Sri Lanka aus WRC 41| F9 237
N18  {Hitomebore  C8005 India aus F7 248
NO3 iHitomebore KEIBOBA China indica  |WRC 17 F9 79
Yu et al. 2008, Genetics N14  IHitomebore DEEJAOHUALUO China indica  |WRC 98| F9 27
.- N17 iHitomebore ' TAKANARI Japan indica Fo 139
Nested Association N16  iHitomebore |NERICA1 West Affica |0 satve/0 grabberims Fo 36
M app i ng NAM N10  [Hitomebore  JAGUARY Brazil tropical-japonical WRC 47 F9 140
N11  {Hitomebore |REXMONT USA tropical-japonical WRC 50| F9 187
Founder Ni2  [Hitomebore  URASAN 1 Japan tropical-japonical WRC 51 F9 143
N13  {Hitomebore  (TUPA 729 Bangladesh | tropical-japonical WRG 55 | F9 87
N2 |Hitomebore |SESIA Italia tropical-japonica F7 250
RILs GWAS N19  {Hitomebore ~ [MOUKOTO China temperate-japorica F7 250
1 NAM Founder N20 [Hitomebore |NORTAI e . F7 249
N22  [Hitomebore  HAYAYUKI Japan temperstejaporica F7 244
Total 3,021

GWAS
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