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OsGERLP: A novel aluminum tolerance rice gene isolated from a local cultivar in Indonesia. Plant 5.8 ;
Physiology and Biochemistry, 2021, 162, 86-99. )

Genomic Improvement of Rice for Drought, Aluminum, and Iron Toxicity Stress Tolerance. , 2021, , 1-69.

Genome-wide SNP discovery, linkage mapping, and analysis of QTL for morpho-physiological traits in
rice during vegetative stage under drought stress. Physiology and Molecular Biology of Plants, 2021, 3.1 5
27,2635-2650.

Identification of chemical compounds in agarwood-producing species Aquilaria malaccensis and
Gyrinops versteegii. Journal of Forestry Research, 2020, 31, 1371-1380.

Vegetative morphophysiological responses of four rice cultivars to drought stress. Biodiversitas, 0.6 6
2020, 21,. ’

Iron toxicity-induced physiological and metabolite profile variations among tolerant and sensitive
rice varieties. Plant Signaling and Behavior, 2019, 14, 1682829.

Correlation among Snpb11 markers, root growth, and physiological characters of upland rice under

aluminum stress. Biodiversitas, 2019, 20, . 0.6 5

Cellular and Ultrastructure Alteration of Plant Roots in Response to Metal Stress. , 2018, , .

Overexpression of B11 Gene in Transgenic Rice Increased Tolerance to Aluminum Stress. HAYATI Journal 04 5
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Construction of RNA Interference Vector to Silence Aluminum Tolerance Gene Candidate in Rice cv 0.4 5
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Transgene Insertion Stability and Aluminum Tolerance Candidate Gene Expression in T3 Generation of
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Endurance Test of Three Paddy Genotypes to Different Iron Toxicity Level. Journal of Agronomy, 2014,
13,110-116. o4 0

Rye (Secale cereale L.) and Wheat (Triticum aestivum L.) Simple Sequence Repeat Variation within Secale
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Amplified fra%ment length polymorphism-based genetic diversity among cultivated and weedy 16 20

(Secale cereale L.) accessions. Genetic Resources and Crop Evolution, 2012, 59, 1743-1752.

Uptake and Distribution of Aluminum in Root Apices of Two Rice Varieties under Aluminum Stress.

HAYATI Journal of Biosciences, 2007, 14, 110-114.

Structural and functional analyses of the wheat genomes based on expressed sequence tags (ESTs) 20 17
related to abiotic stresses. Genome, 2006, 49, 1324-1340. :
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Analysis of Expressed Sequence Tag Loci on Wheat Chromosome Group 4. Genetics, 2004, 168, 651-663. 2.9 90

Chromosome Bin Map of Expressed Sequence Tags in Homoeologous Group 1 of Hexaploid Wheat and
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A Chromosome Bin Map of 2148 Expressed Sequence Tag Loci of Wheat Homoeologous Group 7. 9.9 68
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The Organization and Rate of Evolution of Wheat Genomes Are Correlated With Recombination Rates 55 298
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