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ARTICLE IF CITATIONS

Two zinc finger proteins with functions in m6A writing interact with HAKAI. Nature Communications,
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Chromosome evolution and the genetic basis of agronomically important traits in greater yam. 12.8 35
Nature Communications, 2022, 13, 2001. :

2passtools: two-pass alignment using machine-learning-filtered splice junctions increases the
accuracy of intron detection in long-read RNA sequencing. Genome Biology, 2021, 22, 72.

Widespread premature transcription termination of Arabidopsis thaliana NLR genes by the spen protein 6.0 36
FPA. ELife, 2021, 10, . .

Nanopore direct RNA sequencing maps the complexity of Arabidopsis mRNA processing and m6A
modification. ELife, 2020, 9, .

Relative Abundance of Transcripts (RATs): Identifying differential isoform abundance from RNA-seq. 16 20
F1000Research, 2019, 8, 213. :

How well do RNA-Seq differential gene expression tools perform in a complex eukaryote? A case study
in <i>Arabidopsis thaliana</i>. Bioinformatics, 2019, 35, 3372-3377.
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Crystal Structure of the SPOC Domain of the Arabidopsis Flowering Regulator FPA. PLoS ONE, 2016, 11,
e0160694.
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The Arabidopsis epitranscriptome. Current Opinion in Plant Biology, 2015, 27, 17-21.
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Direct RNA Sequencing, RNA-Seq and ESTs. PLoS ONE, 2014, 9, e94270. :

Transcription Termination and Chimeric RNA Formation Controlled by Arabidopsis thaliana FPA. PLoS
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The RNA-binding protein FPA regulates flg22-triggered defense responses and transcription factor

activity by alternative polyadenylation. Scientific Reports, 2013, 3, 2866. 3.3 58

Direct sequencing of Arabidopsis thaliana RNA reveals patterns of cleavage and polyadenylation.
Nature Structural and Molecular Biology, 2012, 19, 845-852.

The Spen Family Protein FPA Controls Alternative Cleavage and Polyadenylation of RNA. Developmental 70 207
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NO flowering. BioEssays, 2005, 27, 239-241. 2.5 36
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