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MBKbase for rice: an integrated omics knowledgebase for molecular breeding in rice. Nucleic Acids

Research, 2020, 48, D1085-D1092.

Effects of drought and salt-stresses on gene expression in Caragana korshinskii seedlings revealed by 0.8 a7
RNA-seq. BMC Genomics, 2016, 17, 200. :

Evidence-based gene predictions in plant genomes. Genome Research, 2009, 19, 1912-1923.

NetMiner-an ensemble pipeline for building genome-wide and high-quality gene co-expression network

using massive-scale RNA-seq samples. PLoS ONE, 2018, 13, e0192613. 2.5 4

Analysis of genetic architecture and favorable allele usage of agronomic traits in a large collection
of Chinese rice accessions. Science China Life Sciences, 2020, 63, 1688-1702.

Evolution and Domestication Footprints Uncovered from the Genomes of Coix. Molecular Plant, 2020,
13, 295-308. 8.3 35

Gene expression analysis and SNP/InDel discovery to investigate yield heterosis of two rubber tree F1
hybrids. Scientific Reports, 2016, 6, 24984.

Omics-based interdisciplinarity is accelerating plant breeding. Current Opinion in Plant Biology, 2022,
66, 102167. 1 26

Extensive sequence divergence between the reference genomes of Taraxacum kok-saghyz and
Taraxacum mongolicum. Science China Life Sciences, 2022, 65, 515-528.

De novo genome assembly of Oryza granulata reveals rapid genome expansion and adaptive evolution.

Communications Biology, 2018, 1, 84. 4.4 24

A chromosome-level genome assembly of the wild rice Oryza rufipogon facilitates tracing the origins
of Asian cultivated rice. Science China Life Sciences, 2021, 64, 282-293.

Longa€read genome assembly and genetic architecture of fruit shape in the bottle gourd. Plant Journal, 57 23
2021, 107,956-968. )

Development of near-isogenic lines with different alleles of Piz locus and analysis of their breeding
effect under Yangdao 6 background. Molecular Breeding, 2016, 36, 1.

Dissecting the genetic basis of heavy panicle hybrid rice uncovered Gnla and GS3 as key genes. N 17
Theoretical and Applied Genetics, 2018, 131, 1391-1403. :

Genomic atlases of introgression and differentiation reveal breeding footprints in Chinese cultivated
rice. Journal of Genetics and Genomics, 2020, 47, 637-649.

Forecasting rice latitude adaptation through a daylength-sensing-based environment adaptation 14.0 16
simulator. Nature Food, 2021, 2, 348-362. ’

Transcriptomics analyses reveal the molecular roadmap and long nona€eoding <scp>RNA<[scp>

landscape of sperm cell lineage development. Plant Journal, 2018, 96, 421-437.

Development and Evaluation of Near-Isogenic Lines with Different Blast Resistance Alleles at the
<i>Piz<[i> Locus in <i>japonica</i> Rice from the Lower Region of the Yangtze River, China. Plant 14 11
Disease, 2017, 101, 1283-1291.



CHENGZHI LIANG

# ARTICLE IF CITATIONS

Oryza pan-genomics: A new foundation for future rice research and improvement. Crop Journal, 2021,

9,622-632.

38 Systematic discovery of novel and valuable plant gene modules by large-scale RNA-seq samples. a1 6
Bioinformatics, 2019, 35, 361-364. :

A backbone parent contributes core genomic architecture to pedigree breeding of early-season indica
rice. Journal of Genetics and Genomics, 2021, 48, 1040-1043.

Identification and fine mapping of gPBR10-1, a novel locus controlling panicle blast resistance in

40 Pigm-containing P/TGMS line. Molecular Breeding, 2021, 41, 1. 21 2

A Catalog of Structural and Gene Copy Number Variations of Cultivated Rice. SSRN Electronic Journal,

39




