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Identification of the mechanisms of high temperature tolerance at ripening stage
in rice

TERAO, Tomio
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Identification of the causing gene for the QTL on chromosome 3, qTW3-2, that
is responsible for reducing the occurrence of white immature grains under high-temperature ripening
conditions in the Habataki allele was performed. Complementation experiments were also performed

using RNAI constructs of candidate genes, which were not completed until now. However, there is a
new gene that is inserted only in Habataki within the candidate region. The expression of this gene
at the immature stage of grains occurred only under high temperature ripening, but not under normal
temperature ripening, only in the Habataki allele segregant. Therefore, it is highly possible that
the expression of this new gene is working to suppress the occurrence of white immature grains under

high-temperature ripening.
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transcript description Chromosome
0s01t0178850-00  Similar to predicted protein. chr01
Ubiquiti i jon factor EF1B, N-
0s0110268800-01 terr:unal‘ eukaryote domain containing protein. chro1
0s01t0367100-01  NAD(P)-binding domain containing protein. chro1
0s01t0600300-01  Conserved hypothetical protein. chro1
0s01t0840100-01 Heat shock protein Hsp70 family protein. chrol
0s01t0958100-02  Similar to chloroplast srp54 receptorl, chro1
0s02t0115900-02  Endosperm lumenal binding protein. chro2
0s02t0491400-01  Similar to Peptidylprolyl isomerase. chro2
0s02t0550900-01 ' FAR1 DNA binding domain domain containing protein. chro2

0s02t0758000-01

Similar to Low molecular weight heat shock protein precursor

(Mitochondrial small heat shock protein 22). chro2
0s03t0266300-01  Class | low-molecular-weight heat shock protein 17.9. chro3
0s03t0266900-02 Low molecular mass heat shock protein Oshsp17.3. chro3
0s03t0276500-01  Similar to Heat shock protein 70. chro3
0s03t0293000-01  Similar to DnaJ domain containing protein, expressed. chro3
0s03t0387900-01  Conserved hypothetical protein. chro3
0s03t0659200-03  Similar to ferredoxin. chro3

0s03t0728100-01

Heat shock protein DnaJ, N-terminal domain containing

protein. chro3
0504t0352400-01 Pepthy\—prnlyl c!s—trans isomerase, FKBP-type domain

containing protein chro4
0s04t0396800-02  Similar to serine carboxypeptidase K10B2.2. chro4
050410576800-02 3-oxo0-5-alpha-steroid 4-dehydrogenase, C-terminal domain

containing protein. chro4

_ Histidyl-tRNA synthetase (EC 6.1.1.21) (Histidine--tRNA ligase)

005t0150900-01  p chi05
0s05t0156401-00  Hypothetical gene. chr05
0s05t0156500-01  Similar to Apobec-1 binding protein 2. chr05
0s05t0407100-01  Four F5 protein family protein. chr05
0s05t0460000-01  Similar to 70 kDa heat shock cognate protein 1 chros
0s05t0542500-02  LEA-like protein. chr0s

0s06t0191300-02

Similar to Mitogen-activated protein kinase kinase 4
(Fragment). chro6

0s06t0593100-01  Similar to UDP-galact UDP-glucose e g chro6
0s06t0716700-02  Similar to Heat shock protein 90. chr06
0s07t0424400-01  Similar to Cellulose synthase-7. chr07
0s07t0486500-01  RhoGAP domain containing protein. chro7
0s07t0633200-02  Similar to SC35-like splicing factor SCL30a, 30a kD. chr07
0s07t0661450-00  Similar to predicted protein chro7
0s07t0694700-01 L-ascorbate peroxidase chr07
0s08t0278900-01  MIR domain containing protein. chr08
0s08t0500700-01  Similar to Heat shock protein 82. chrog
0s08t0525600-01  Similar to Peptidylprolyl isomerase%3B FK506-binding protein.  chr08
0s09t0275300-00  Conserved hypothetical protein. chro9
Similar to Heat shock factor protein 3 (HSF 3) (Heat shock
0s09t0526600-02 transcription factor 3) (HSTFp3) g ) chro9
0s10t0456400-02  Conserved hypothetical protein chrl0
0s1110246950-00 _ Hypothetical protein. chril
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