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ARTICLE IF CITATIONS
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Chemistry, 2022, 68, 803-813.
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Dynamic Transcriptome Sequencing of Bovine Alphaherpesvirus Type 1 and Host Cells Carried Out by a
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Time-course transcriﬁtome analysis of host cell response to poxvirus infection using a dual long-read 14 5

sequencing approach. BMC Research Notes, 2021, 14, 239.
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transcriptome. Scientific Reports, 2021, 11, 14487.

Time course profiling of host cell response to herpesvirus infection using nanopore and synthetic

long-read transcriptome sequencing. Scientific Reports, 2021, 11, 14219. 3.3 4

Time-Course Transcriptome Profiling of a Poxvirus Using Long-Read Full-Length Assay. Pathogens, 2021,
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Meta-analytic approach for transcriptome profiling of herpes simplex virus type 1. Scientific Data, 5.3 ;
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Short and Long-Read Sequencing Survey of the Dynamic Transcriptomes of African Swine Fever Virus
and the Host Cells. Frontiers in Genetics, 2020, 11, 758.

Long-read assays shed new light on the transcriptome complexity of a viral pathogen. Scientific
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Time-course profiling of bovine alphaherpesvirus 1.1 transcriptome using multiplatform sequencing.
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Multiple Long-Read Sequencing Survey of Herpes Simplex Virus Dynamic Transcriptome. Frontiers in
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Template-switching artifacts resemble alternative polyadenylation. BMC Genomics, 2019, 20, 824.
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Novel classes of replication-associated transcripts discovered in viruses. RNA Biology, 2019, 16, 166-175.

Multiplatform next-generation sequencing identifies novel RNA molecules and transcript isoforms of
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Long-read sequencing uncovers a complex transcriptome topology in varicella zoster virus. BMC
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Multi-Platform Sequencing Approach Reveals a Novel Transcriptome Profile in Pseudorabies Virus.
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Transcriptome-wide survey of pseudorabies virus using next- and third-generation sequencing
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Transcriptome-wide analysis of a baculovirus using nanopore sequencing. Scientific Data, 2018, 5,
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Genetic Adaptation of Porcine Circovirus Type 1 to Cultured Porcine Kidney Cells Revealed by
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Multi-platform analysis reveals a complex transcriptome architecture of a circovirus. Virus Research, 9.9 49
2017,237, 37-46. )
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