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provide insight into the evolution of invertebrate CpG methylation. BMC Genomics, 2014, 15, 1119




(2011-2015)

High-coverage sequencing and annotated assembly of the genome of the Australian dragon lizard
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of the Z chromosome. BMC Genomics, 2016, 17, 447

L Transcriptome of Gonads From High Temperature Induced Sex Reversal During Sex Determination
4 and Differentiation in Chinese Tongue Sole,. Frontiers in Genetics, 2019, 10, 1128 45 23
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Computation-assisted SiteFinding- PCR for isolating flanking sequence tags in rice. BioTechniques,

2011, 51, 421-3
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