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A chromosome&€scale assembly of the black gram (<i>Vigna mungo</i>) genome. Molecular Ecology
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De novo assemblies of <i>Luffa acutangula</i> and <i>Luffa cylindrica</i> genomes reveal an
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A chromosomeé€level assembly of the black tiger shrimp (<i>Penaeus monodon</i>) genome facilitates
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De novo chromosome-level assembly of the Centella asiatica genome. Genomics, 2021, 113, 2221-2228. 2.9 14

Taxonomic profiling of Symbiodiniaceae and bacterial communities associated with Indo-Pacific corals
in the Gulf of Thailand using PacBio sequencing of full-length ITS and 16S rRNA genes. Genomics, 2021,
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Comparative Analysis of PacBio and Oxford Nanopore Sequencing Technologies for Transcriptomic
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Complete chloroplast genome sequences of five <i>Bruguiera</i> species (Rhizophoraceae):

comparative analysis and phylogenetic relationships. Peer], 2021, 9, e12268. 2.0 13

De novo Assembly of the Brain Coral Platygyra sinensis Genome. Frontiers in Marine Science, 2021, 8, .

Transcriptome sequencing revealed the influence of blue light on the expression levels of light-stress

response genes in Centella asiatica. PLoS ONE, 2021, 16, e0260468. 2:5 6
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The Genome and Transcriptome Analysis of the Vigna mungo Chloroplast. Plants, 2020, 9, 1247.

Assembly of the durian chloroplast genome using long PacBio reads. Scientific Reports, 2020, 10,
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Differential expression between drought-tolerant and drought-sensitive sugarcane under mild and
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Genome-wide association mapping of virulence gene in rice blast fungus Magnaporthe oryzae using a
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Dynamics of corala€associated microbiomes during a thermal bleaching event. MicrobiologyOpen, 2018,
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Development of a Novel Reference Transcriptome for Scleractinian Coral Porites lutea Using
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Uncovering full-length transcript isoforms of sugarcane cultivar Khon Kaen 3 using single-molecule
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Transcriptome analysis of oil palm inflorescences revealed candidate genes for an auxin signaling
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De novo hybrid assembly of the rubber tree genome reveals evidence of paleotetraploidy in Hevea

species. Scientific Reports, 2017, 7, 41457.

High resolution profiling of coral-associated bacterial communities using full-length 16S rRNA

sequence data from PacBio SMRT sequencing system. Scientific Reports, 2017, 7, 2774. 3.3 106
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